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FIGURE 338 

MISLPGPLVTNLLRFLFLGLSALAPPSRAQLQLHLPANRLQAVEGGEVVLPAWYTLHGEVSSS 
QPWEVPFVMWFFKQKEKEDQVLSYINGVTTSKPGVSLVYSMPSRNLSLRLEGLQEKDSGPYSC 
SVNVQDPCQGKSRGHSIKTLELNVLVPPAPPSCRLQGVPHVGANVTLSCQS PRSKPAVQYQWDR 
QLPSFQTFFAPALDVIRGSLSLTNLSSSMAGVYVCKAHNEVGTAQCNVTLEVSTGPGAAVVAG 
A VVGTL VGL GLLAGLVLL Y H RRGKALEE PAN D I KE DAI A PRTL PWPKS S DT I S KN GTLS S VT S 
AFALRPPHGPPRPGALTPTPSLSSQALPSPRLPTTDGAHPQPISPIPGGVSSSGLSRMGAVPV 
MVP AQSQAG S L V 

Important features : 
Signal peptide; 

amino acids 1-29 

Transmembrane domain: 

amino acids 245-267 

N-glycosylation site . 

amino acids 108-112, 169-173, 213-217, 236-240, 307-311 
N-myristoylation site. 

amino acids 90-96, 167-173, 220-226, 231-237, 252-258, 256-262, 
262-268, 308-314, 363-369, 364-370 

Prokaryotic membrane lipoprotein lipid attachment site, 

amino acids 164-175 
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FIGURE 340 

MGLWGQSVPTASSARAGRYPGARTASGTRPWLLDPKILKFWFIVAVLLPVRVDSATIPRQOEVPQQTVAPQQQR 
RSLKEESCPAGSfiRSEYTGACSPCTEGVDYTIASNNLPSCLLCTVCKSGQTNKSSCTTTRDTVCQCEKGSFQDKN 
SPEMCRTCRTGCPRGMVKVSKCTPRSDIKCKNESAASSTGKTPAAEETyTTILGMLASPYHYLTIIVVLVIILAV 
WVGFSGRKKFISYLKG1CSGGGGGPERVKRVLFRRRSGPSP.VPG 

AELTGVTVESPEEPOPLLEQAEAEGCQRRRLLVPVNDADSADISTLLDASRTLEEGHAKETIQDQLVGSEKLFYE 
SDEAGSATSGL 

Important features: 
Transmembrane domains; 

amino acids 35-52, 208-230 

N-glycosylation sites . 

amino acids 127-131, 182-186, 277-281 

Glycosaminoglycan attachment site. 

.amino acids 245-249 

cWMP- and cGMP-dependent protein kinase phosphorylation site. 

amino acids 260-264 

K~myristoylation sites. 

amino acids 21-27, 86-92, .102-108, 161-167, 242-248, 270-276, 297-303, 380-386 

ATP/GTP-binding site motif A (P-loop) . 

amino acids 185-193 

TNFR/MGFR cysteine-rich region. 

amino acids 99-139 
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FIGURE 341 

GCCTCTGRATTGTTGGGCAGTCTGGCAGTGGAGCTCTCCCCGGTCTGACAGCCACTCCAGAGG 
CCATGCTTCGTTTCTTGCCAGATTTGGCTTTCAGCTTCCTGTTAATTCTGGCTTTGGGCCAGG 
CAGTCCAATTTCAAGAATATGTCTTTCTCCAATTTCTGGGCTTAGATAAGGCGCCTTCACCCC 
AGAAGTTCCAACCTGTGCCTTATATCTTGAAGAAAATTTTCCAGGATCGCGAGGCAGCAGCGA 
CCACTGGGGTCTCCCGAGACTTATGCTACGTAAAGGAGCTGGGCGTCCGCGGGAATGTACTTC 
GCTTTCTCCCAGACCAAGGTTTCTTTCTTTACCCAAAGAAAATTTCCCAAGCTTCCTCCTGCC 
TGCAGAAGCTCCTCTACTTTAACCTGTCTGCCATCAAAGAAAGGGAACAGTTGACATTGGCCC 
AGCTGGGCCTGGACTTGGGGCCCAATTCTTACTATAACCTGGGACCAGAGCTGGAACTGGCTC 
TGTTCCTGGTTCAGGAGCCTCATGTGTGGGGCCAGACCACCCCTAAGCCAGGTAAAATGTTTG 
TGTTGCGGTCAGTCCCATGGCCACAAGGTGCTGTTCACTTCAACCTGCTGGATGTAGCTAAGG 
ATTGGAATGACAACCCCCGGAAAAATTTCGGGTTATTCCTGGAGATACTGGTCAAAGAAGATA 
GAGACTCAGGGGTGAATTTTCAGCCTGAAGACACCTGTGCCAGACTAAGATGCTCCCTTCATG 
CTTCCCTGCTGGTGGTGACTCTCAACCCTGATCAGTGCCACCCTTCTCGGAAAAGGAGAGCAG 
CCATCCCTGTCCCCAAGCTTTCTTGTAAGAACCTCTGCCACCGTCACCAGCTATTCATTAACT 
TCCGGGACCTGGGTTGGCACAAGTGGATCATTGCCCCCAAGGGGTTCATGGCAAATTACTGCC 
ATGGAGAGTGTCCCTTCTCACTGACCATCTCTCTCAACAGCTCCAATTATGCTTTCATGCAAG 
CCCTGATGCATGCCGTTGACCCAGAGATCCCCCAGGCTGTGTGTATCCCCACCAAGCTGTCTC 
CCATTTCCATGCTCTACCAGGACAATAATGACAATGTCATTCTACGACATTATGAAGACATGG 
TAGTCGATGAATGTGGGTGTGGGTAigGATGTCAGAAATGGGAATAGAAGGAGTGTTCTTAGGG 
TAAATCTTTTAATAAAACTACCTATCTGGTTTATGACCACTTAGATCGAAATGTC 
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FIGU RE 342 

MLRFLPDLAFSFLLILALGQAVQFQEYVFLQFLGLDKAPSPQKFQPVPYILKKIFQDREAAAT 
TGVSRDLCYVKELGVRGNVLRFLPDQGFFLYPKKI3QASSCLQKLLYFNLSAIKEREQLTLAQ 
LGLDLGPNSYYNLGPELEIALFLVQEPHVWGQTTPKPGKMFVLRSVPWPQGAVHFNLLDVAKD 
WNDNPRKNFGLFLEILVKEDRDSGVNFQPEDTCARLRCSLHASLLVVTLNPDQCHPSRKRRAA 
IPVPKLSCKNLCHRHQLFINFRDLGWHKWIIAPKGFMANyCHGECPFSLTISLNSSNyAFMQA 
LMHAVDPEI PQAVCI PTKLSP I SMLYQDNNDNVILRHYEDMWDECGCG 

Important features: 
Signal peptide: 

amino acids 1-21 

N-glycosyl a t i on sites . 

amino acids 112-116, 306-310 

cAMP- and cGMP- dependent protein kinase phosphorylation site. 

amino acids 96-100 

N-my r i s toylation site. 

amino acids 7 7-83 

TGF-beta family proteins. 

amino acids 264-299, 327-341, 345-364 
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FIGURE 343 
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FIGURE, 344 

MELVRRLMPLTLIJLSCLAELTMAEAEGNASCTVSLGGANMAETHKAMILQLNFSENCTWTIE 
RPENKSIRIIFSYVQLDPDGSCESENIKVFDGTSSNGPLLGQVCSKNDYVPVFESSSSTLTFQ 
IVTDSARIQRTVFVFYYFFSPNISIPNCGGYLDTLEGSFTSPNYPKPHPELAYCVWHIQVEKD 
YKI KLN FKEI FLEI DKQCKFDFLAI YDGPSTNSGLIGQVCGRVTPTFES S SN SLT VVLST DYA 
NSYRGFSASYTSIYAENINTTSLTCSSDRMRVIISKSYLEAFNSNGNNLQLKDPTCRPKLSNV 
VE FSVPLNGCGT IRKVEDQS IT YTN I ITFSASST SEVITRQKQLQI I VKCEMGHNSTVE 1 1 Y I 
TEDDVIQSQNALGKYNTSMALFESNSFEKTILESPYYVDLNQTLFVQVSLHTSDPNI.VVFLDT 
C RA S PT S DFAS PT Y DL I KS GC S R DETCKV Y PL FGH Y GRFQFNAFK FLRSMS S V YLQCKVL I C D 
SSDHQSRCNQGCVSRSKRDISSYKWKTDSIIGPIRLKRDRSASGNSGFQHETHAEETPNQPFN 
SVHLFS FMVLALN VVT V AT I TVRH FVNQRADYKYQKLQN Y 

Important features : 
Signal sequence : 

amino acids 1-24 

Transmembrane domain: 

amino acids 571-586 

N-glycosylation site. 

amino acids 29-33, 57-61, 67-71, 148-152, 271-275, 370-374, 
394-398, 419-423 

Casein kinase II phosphorylation site. 

amino acids 22-26, 108-112, 289-293, 348-352, 371-375, 379-383, 
408-412, 463-467, 520-524, 556-560 

Tyrosine kinase phosphorylation site. 

amino acids 172-180, 407-415, 407-416, 519-528 

N-myristoylation sit© . 

amino acids 28-34, 38-4 4, 83-89, 95-101, 104-110, 226-232 

Prokaryotic membrane lipoprotein lipid attachment site. 

amino acids 7-18 
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FIGURE 346 

MGSRCALALAVLSALLCQVWSSGVFBLKLQEFVNKKGLLGNRNCCRGGAGPPPCACRTFFRVC 
LKH YQASVS PEPPCT YGSAVTPVLGVDS FSLPDGGGADS AFSHP I RFPFGFTW PGT FS LI I EA 
LHTDSPDDLATENPERLISRLATQRHLTVGEEWSQDLHSSGRTDLKYSYRFVCDEHYYGEGCS 
VPCRPRDDAFGHFTCGERGEKVCNPGWKGPYCTEPICLPGCDEQHGFCDKPGECKCRVGWQGR 
YCDECIRyPGCLHGTCQQPWQCNCQEGWGGLFCNQDLNYCTHHKPCKNGATCTNTGQGSYTCS 
CRPGYTGATCELGIDECDPSPCKNGGSCTDLENSYSCTCPPGFYGKICELSAMTCADGPC FNG 
GRCSDS PDGGYSCRCPVGYSGFNCEKKI DYC So S PCSNGAKC VDLG DA YLC RCQAG FSGRHCD 
DNVDDCASSPCANGGTCEDGVNDFSCTCPPGYTGRNCSAPVSRCEHAPCHNGATCHERGHRYV 
CECARGYGGPNCQFLLPELPPGPAVVDLTEKLEGQGGPFPWVAVCAGVILVLMLLLGCAAVVV 
C VRLRLQKHR P PA D PCRGETETMNMLANCQPEKD I S VS I IGATQI KNTNKKA D PHG DHS ADKM 
GFKAP i PAVDYNLVQDLKG DDTAVRDAH S KP DT KCQ PQGS SG EEKGT PXTLPGGE ASERKRPD 
SGCSTS KDTKYQS VY VIS EEKDEC VIATEV 

Important features: 
Signal sequence: 

Amino acids 1-21 

Transmembrane domain: 

Amino acids 54 6-566 

N-giycosylation site: 

Amino acids 477-4 81 

oftMP- and cGMP-dependent protein kinase phosphorylation site: 

Amino acids 660-664 

Tyrosine kinase phosphorylation sites : 

Amino acids 176-185; 252-261 

N-rayristoylation sites : 

Amino ac ids 2 - 8 ; 3 7 - 4 3 ; 4 0 - 4 6 ; 98 - 1 0 4 ; 9 9-1 0 S ; 2 62-2 68 ; 2 8 1-2 8 7 ; 
282-288; 301-307; 310-316; 328-334; 340-344; 378-384; 387-393; 512-518; 
676-682; 683-68 9; 695-701 

Aspartic acid and asparagine hydroxy la tion sites: 

Amino acids 343-355; 420-432; 458-470 

Prokaryotic membrane lipoprotein lipid attachment site: 

Amino acids 552-563 

EGF-lik© domain cysteine pattern signature: 

Amino acids 24 3-255; 274-286; 314-326; 352-364 ; 391-403; 429-4 41; 
467~479;505-517 
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FIGURE 347 

CCCACGCGTCCGCACCTCGGCCCCGGGCTCCGAAGCGGCTCGGGGGCGCCCTTTCGGTCAACA 
TCGTAGTCCACCCCCTCCCCATCCCCAGCCCCCGGGGATTCAGGCTCGCCAGCGCCCAGCCAG 
GGAGCCGGCCGGGAAGCGCGATGGGGGCCCCAGCCGCCTCGCTCCTGCTCCTGCTCCTGCTGT 
TCGCCTGCTGCTGGGCGCCCGGCGGGGCCAACCTCTCCCAGGACGACAGCCAGCCCTGGACAT 
CTGATGAAACAGTGGTGGCTGGTGGCACCGTGGTGCTCAAGTGCCAAGTGAAAGATCACGAGG 
ACTCATCCCTGCAATGGTCTAACCCTGCTCAGCAGACTCTCTACTTTGGGGAGAAGAGAGCCC 
TTCGAGATAATCGAATTCAGCTGGTTACCTCTACGCCCCACGAGCTCAGCATCAGCATCAGCA 
ATGTGGCCCTGGCAGACGAGGGCGACTACACCTGCTCAATCTTCACTATGCCTGTGCGAACTG 
CCAAGTCCCTCGTCACTGTGCTAGGAATTCCACAGAAGCCCATCATCACTGGTTATAAATCTT 
CATTACGGGAAAAAGACACAGCCACCCTAAACTGTCAGTCTTCTGGGAGCAAGCCTGCAGCCC 
GGCTCACCTGGAGAAAGGGTGACCAAGAACTCCACGGAGAACCAACCCGCATACAGGAAGATC 
CCAATGGTAAAACCTTCACTGTCAGCAGCTCGGTGACATTCCAGGTTACCCGGGAGGATGATG 
GGGCGAGCATCGTGTGCTCTGTGAACCATGAATCTCTAAAGGGAGCTGACAGATCCACCTCTC 
AACGCATTGAAGTTTTATACACACCAACTGCGATGATTAGGCCAGACCCTCCCCATCCTCGTG 
AGGGCCAGAAGCTGTTGCTACACTGTGAGGGTCGCGGCAATCCAGTCCCCCAGCAGTACCTAT 
GGGAGAAGGAGGGCAGTGTGCCACCCCTGAAGATGACCCAGGAGAGTGCCCTGATCTTCCCTT 
T CC TC AACAAG AGT G ACAGT GGC AC CT ACGGCT GCACAGCCACC AGCAACATGGGCAGCTACA 
AGGCCTACTACACCCTCAATGTTAATGACCCCAGTCCGGTGCCCTCCTCCTCCAGCACCTACC 
ACGCCATCATCGGTGGGATCGTGGCTTTCATTGTCTTCCTGCTGCTCATCATGCTCATCTTCC 
TTGGCCACTACTTGATCCGGCACAAAGGAACCTACCTGACACATGAGGCAAAAGGCTCCGACG 
ATGCTCCAGACGCGGACACGGCCATCATCAATGCAGAAGGCGGGCAGTCAGGAGGGGACGACA 
AGAAGGAATATTTCATCTAGAGGCGCCTGCCCACTTCCTGCGCCCCCCAGGGGCCCTGTGGGG 
ACTGCTGGGGCCGTCACCAACCCGGACTTGTACAGAGCAACCGCAGGGCCGCCCCTCCCGCTT 
GCTCCCCAGCCCACCCACCCCCCTGTACAGAATGTCTGCTTTGGGTGCGGTTTTGTACTCGGT 
TTGGAATGGGGAGGGAGGAGGGCGGGGGGAGGGGAGGGTTGCCCTCAGCCCTTTCCGTGGCTT 
CTCTGCATTTGGGTTATTATTATTTTTGTAACAATCCCAAATCAAATCTGTCTCCAGGCTGGA 
GAGGCAGGAGCCCTGGGGTGAGAAAAGCAAAAAACAAACAAAAAACA 
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FIGURE 348 

MGAPAASLLLLLLLFACCWAPGGANLSQDDSQPWTSDETVVAGGTWLKCQVKDHEDSSLQWS 
N P AQQTLY FGE' KRALRDNRIQLVTSTPHELS 1 S I SNVALADEGE YTCS I FTMPVRTAKSLVTV 
LGIPQKPIITGYKSSLREKDTATLNCQSSGSKPAARLTWRKGDQELHGEPTRIQEDPNGKTFT 
VSSSVTFQVTREDDGASIVCSVNHESLKGADRSTSQRIEVLYTPTAMIRPDPPHPREGQKLLL 
RCEGRGNPVPQQYLWEKEGSVPPLKMTQESALIFPFLNKSDSGTYGCTATSNMGSYKAYYTLN 
VN DPS P V P S S S S T YHA 1 1 GG I V A F I VTLLL I ML I FLGH YL I RH KGT Y LT HE A KG S DDAP D ADT 
AI INAEGGQSGGDDKKE YFI 

Important features: 
Signal sequence: 

amino acids 1-20 

Transmembrane domain: 

amino acids 331-352 

N-glycosylation site. 

amino acids 25-29, 290-294 

Casein kinase II phosphorylation site. 

amino acids 27-31, 35-39, 89-93, 141-145, 199-203, 388-392 
H-myristoylation site. 

amino acids 2-8, 23-29, 156-162, 218-224, 295-301, 298-304, 
306-310, 334-340, 360-364, 385-389, 386-390 

Prokaryotic membrane lipoprotein lipid attachment site. 

amino acids 7-18 
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FIGURE 349 
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AGGGCiU\CACAGCK:TGATAAGACCAGAGACAGCAGGGAGATTATTTTACCATACGCCCTCAGGACGTTCCCTCTA 
GCTGGAGTTGTGGACTTCAiXCAG/iACCCCATCCAGTCATTTTGATTTTGCTGTTTATTTTTTTTTTCaATTTTCTT 
TTTCCCACCACATTGTATTTTATTTCCGTACTTC3iGAA23S^CCCTACRGACCACAAAGTGGCCCAGCCATGGGG 
CTTTTTTGCTGAAGTC'E ! TGGC?TATCATTTCGCTGGGGCfCTACTCACAGGTGTCCAAAGTCCTGGCGTGCGCTA 
GTGTGTGCCGCTGCGACAGGAACTTTGTCTACTGTAATGAGCGAAGCTTGACCTCAGTGCCTCTTGGGA'rCCCGG 
AGGGCGTAACCGTACTCTACCTCGACAACAACCAAATTAATAATGCTGGATTTCCTGCAGAACTGCACAATGTAC 
AGTCGGTGCACACGGTCTACCTGTATGGCAACCAACTGGACGAATTCCCCATGAACCTTCCCAAGAATGTCAGAG 
TTCTCCATTTGCAGGAAAACAATATTCAGACCATTTCACGGGCXGCTCTTGCCCAGCyCTTGAAGCTTGAAGAGC 
TGCACCTGGATGACAACTCCATATCCACAGTGGGGGTGGAAGACS3GGGCCTTCCGGGA6GCTATTAGCCTCAAAT 
TGTTGTTTTTGTCTAAGAATCACCTGAGCAGTGTGCCTGTTGGGCTTCCTGTGGACTTGCAAGAGCTGAGAGTGG 
ATGAAAATCGAATTGCTGTCATATCCGACATGGCCTTCCAGAATCTCACGAGCTTGGAGCGTCTTATTGTGGACG 
GGAACCTCCTGACCAACAAGGGTATCGCCGAGGGCACCTTCAGCCATCTCACCAAGCTGAAG6AATTTTCAAXTG 
TACGTAATTCGCTGTCCCACCCTCCTCCCGATCTCCCAGGTACGCATCTGAI'CAGGCTCTATTTGCAGGACAACC 
AGATAAACCACATTCCTTTGACAGCCTTCTCAAATCTGCGTAAGCTGGAACGGCTGGATATATCCAAGAA.CCAAC 
TGCGGATGCTGACTCAAGGGGTTTTTGATAATCTCTCCAACCTGAAGCAGCTCACTGCTCGGAATAACCCTTGGT 
TTTGTGACTGCAGTATTAAftTGGGTCACAGAATGGCTCAAATATATCCCTTCATCTCTCAACGTGCGGGGTTTCA 
TGTGCCAAGGTGCTGAAGAAGTCCGGGGGATGGCCGTCAGGGAATTAAATATGAATCTTTTGTCCTGTCCCACCA 

cgacccccggcctgcctctcttcaccccagccccaagtacagcttctccgaccactcagcctcccaccctctcta 
ttccaaaccctagcagaagctac^cgcctccaactcctaccacatggajyvgttcccaggattgc'tgactgggatg 
gcagagaaagagtgaccccacctatttctgaacggatccagctctciat 

aagtcagctggctctctctcttcaccgtgatggcatacaaactcacatgggtgaaaatgggccacagtttagtag 
gggggatggttcaggagcgcatagtcagcggtgagaagcaacacctgagcctggttaacttagagccccgatcca 
cctatcggatttgtttagtgccactggatgcttttaactaccgcgcggtagaagacaccatttgttcagaggcca 
ccacccatgcctcctatctgaacaacggcagcaacacagcgtccagccatgagcagacgacgtcccacagcatgg 
gctccccctttctgctggcgggcttgatcgggggcgcggtgatatttgtgctggtggtgttggtcagcgtctttt 

GCT , GGCATATGCACAAAAAGGGGCGGu : AC:ACCTCCCAGAAGTGGAAATACAvACCGGGGCCGGCGGAAAGATGATT 
ATTGCGAGGCAGGCACCAAGAAGGACAACTCCATCCTGG7\GATGACAGAAAGCAGTTTTCAGATCGTC'TCCTTAA 

ataacgatcaagtccttaaaggagatttcagactggaggcc:atttacacccgaaatgggggcattaattacacag 

AC I C T m P. i i'GCCAGACC'I I A TGACAGG 

i GACAATTAGA I C G \J\P-. G AC ACG C AG 

ATTAGATT : rGATAAATGTiACACAGATGCATTTGTGCATTTGAATACTCTGT^TTTATACGGTGTACTA'rATAA 
ICAKATTTAAAAAAAGIGCTATCTTTTCTATTT^ 
TCTT 
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wmjrn^m 

MGLQTTKWPSHGAFFLKSWLIISLGLYSQVSKLLACPSVCRCDRNFVYCNERSLTSVPLGIPE 
GVTVLYLHNNQINNAGFPAELHNVQSVHTVYLYGNQLDEFPMNLPKNVRVLHLQENNIQTISR 
AALAQLLKLEELHLDDNSISTV6VEDGAFREAISLKLLFLSKNHLSSVPVGLPVDLQELRVDE 
NRIAVISDMAFQNLTSLERLIVD'GNLLTNKGIAEGTFSHLTKLKEFSIVRNSLSHPPPDLPGT 
HLIRLYLQ DNQI NH I PLTAFSNLRKLERLDI SSNQLRMLTQGVFDNLSNLKQLTARNNPW FC D 
I KVP WLKYI iSLNVRG PMCQG PEQVRGI , r IMN LLSC PTTT PGL PL FT PAP STAS 
PTTQPPTLSIPNPSRSYTPPTPTTSKLPTIPDWD6RERVTPPISERIQLSIHFVNDTSIQVSW 

i nr r a g t l i ^ , ,r j i 5 j y > » i t ^gekqhlslvnleprstyriclvpldafnyrav 

EDT I Co E ATTHAS Y LNNG SMTASSH EQTTSH SMGS P FLLAGLI GG AVI FVLVVLLS V FCWHMH 
KKGRYTSQKWKYNRGRRKDDYCEAGTKKDMSILEMTETSFQIVSLNNDQLLKGDFRLQPIYTP 
NGGINYTDCHIPNNMRYCNSSVPDLEHCHT 

Important features : 
Signal peptide : 
amino acids 1-42 
Transmembrane domain: 
amino acids 542-561 
N-glycosylation site . 

amino acids 202-206, 298-302, 433-437, 521-525, 635-639, 649-653 
Casein kinase XX phosphorylation site. 

amino acids 204-208, 407-411, 527-531, 593-597, 598-602, 651-655 
Tyrosine kinase phosphorylation site, 
amino acids 319-328 
N-myristoylation site . 

amino acids 2-8, 60-66, 149-155, 213-219, 220-226, 294-300, 

522-528, 545-551, 633-639 

Amidation site. 

amino acids 581-585 

Leucine zipper pattern. 

amino acids 164-186 

Phospholipase A2 aspartic acid active site. 

amino acids 39-50 
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AGCCGACGCTGCTCAAGCTGCAAGTCTGTTGCAGTTGGCAGTTCTTITCGGTT^ 

TG ( 11 ~G r ' i. 1 iiC < 3 u-> -1 GACCGC 

GAGGGCGGGCGTGCAGGCTCGGCTCG;AAGTTT(GfGGGG(G;GCCCGAGGGCGCGCCGGGTGGGAGCT'I l CGGGTAGA 
1 ^ " t AT£> ' c v ^ 1 1 E K - 

G x:< AG; ;< TGGGCGG ' GAGA :GGTGi 5G< X" CTCGGGCAGC* I'CTGGGCGI AC : 

t 7 1 j i j 1 1 i U G 

r, u « , - t ;i X ,i ] , j E i i u i , " 

ATGAGGCACCTTCAAAGCCTTCGAGAAGTGAAAGTGAACAACAATGAATTGGAGA(:CATTCGAAATGTGGGACCA 
f J J i 11 I t ~ 1 j ! l m ,«V?A< . G I u Wv) . 

11 a 1 . 1 ! I *. " T i 

-X, *a^J "XT Tv- i.' ' " m "T« C C ^ ' AC 

GUT i M ^ 

i i< "U, X A T "" J ^ Al 

111 r r tG AG "'1 E 

cagctgga(:cataagaacx:gaagagagattaggaaaggctggctttacgggttgctgatgctggaggaagttcat 

b aai XXA CAT AAA i ~ _ If *- T E i 

i 1 i 1 " . At Ai <o , , 

AYA-ViS 1 'u • i t I IT - " , I A I &A ^ v -> 

-IT 1 ~ T T T 1 J 3 

w > lA. E T f ' 1 1 11 A Ai 

GAG A A GC ^A1 ATGICTTTACAAGGCAATGCftT'I ' ^ K AA AAA* \ IX A'l l.'AJ i'ACA 
CAA( TTGTGCGAT'! ACAGTGGGTG GGAAAi CAACTTTCAGAGCTTTGTA 

AA1 C<^ !iul 1 TiT 1 I I ^ il'G 

E 'E TCGCAAACCC T £vaT AAAAGGTTCCAATTTGAGTTTC 
ATCTGCTCAGCTGCCAGCAGCAGTGATTCCCCAATGACTTTTGCTTGGAAAAAAGACAATGAAGTACTGCATGAT 

_J ' i 'G l "TA1 ' ( A'Uli 
jlT/i]\~XTI x IE 

AAAGCCAAGC'TTAC.AG'TAAATATGCTTGCCTCATTCA " GTCGGGCC 

I I p r- -r. / ' 'I I , ' Al 

lit, > X 1 i 

CTAGAAACACCATC?vTTTTTGCGGCC^^^ 

ATTGCTGGAGGAAGCCCTCCGCCT.AJA^GTCJAACTGGAGCAAAGATGATAGG'CCATTGGTGGTAACCGAGAGGCAG 

lrTTT m s j [ if 1 ArX 

ai u -v - r x - ci a - ij rr 

v »1J - \ > 1 , I I I " " I ^1 1 .Al> I 

.iVMLGrAl,!" I 'AI AA 'Via s ^ ' , ^ A AVIT'm 

aacacagatgagaggaaa:ttgggagcagatattc:(;tagttatttgtga';a:t(:agggaaggttagctgacaggcag 
gt ac g t g i aa 111 gtgac •m'gttcaggtgctggatttttcttacca 

' ^i M ^ ~ T I ^ T 7 i ^( i ^ 1 i H .y i vt A A»oAl IG 

CTTTGTCCGTlTTTi J .,A I C^ftlj I'ATGT TTT AAGG< AAATC {'A'S T C C AT T 7G AA AC A 

'I'M" u J ( i n T ( " A V 11! I « A 

k 1 VfGTT fCCTTCA < rCCTGCt f ' TGAGTAATATATGGTGGCCTTCACAT 

GIAGAGGAAGGTACTTAACACTAGTTACTCTCACAAAGAAGGACCTGGAATGAAAAATCTCAE'GIAJI'AAACAAGTCC 
ft ' l 1 "\ I "~ ^ -» 7 X 71 J I 1 ^ I "l" X ^ 

i GATGCGTATTGA/ rTGGACAGCCA'] I FTT? 

il i - m - { c " 1 I L X 

AAAAT' "C ^ T E 'A.. i „ ? I' ^ ^ 1- - i H l "v. 

ACATAG - I i v. " ' ' 

1 t — - 1 I ^ 1 

A,uA/ ^ f- " I v» \ A" l Jsi TT1 

TTTTATGCAuAAAJlAGTATCTTACGTAAAT'^AA i ^ T " f ^ r ^ s — H I .? j, 

II "TTA.1 >AAT G AG TT ACT AAAGC A li A^Iv A"" A f f 1 

Ar:TT{:ATTATATTTACA:ACA'ri'AaATATAATAAAA:r(A^:GTCAAl^TA'GAAAAAA^ 
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FIGURE 352 

HS* o lv't'\ ,Lj^lL " " ' . . , ^" ~ AGLPEPLPSW 

< V f EI 1 1 ■> 13 * I t-f J fit 

>LSSNNI SL FA 1TPALQL K YL Y LNSNf f ,f 1 QLQHLELMRN 

KIKlnVDGLT PCGELGAIE3GEKMQPEGVTK1E^DGAEGGLGGME IL0!G)HEIUG'EITKGGLYGLGMLQ?EE3LSG!GAIG 

t J ^ sf- f- i G " G !> T IL ' i! . 1 PI tl! f I j'i 

_ M ' U I P C H x^E, 1 u v U „LM 1 I 

>{ P v J f t t I r ~< FTC F 1 " tl F« T 1 T ^1 ^' ^ 

SDSPMTFAWKKDK£LLKDAEMEfG,'AiGLRAQGGEVMEY?TrLRI.Pt:V£FASEGKYQG 

in n i r " > 1 , rriiii m^ T i n r >{ i^n „ \ 

I L I T 1 J {■ ^ t * T f 3 J- ^ i !*„ 

LLI I Lv ^ ' - i i G ^ 1 1 f< f i I T PT v 1 1 J i T " ~ G ' I AV7CC' VVGTSLV 

P\U J I TJ 1 11 I L I L 1 fLALFQU \ 7 SE H'OSVT" G?< m } ~ T 

GHIDHSSSADGEAATDGFLCPrAGSTGFMYLKGNVYGSDPfETYHTGCSFDPRTVIGIOBYSPSYIKKKEGYPGS'i 
PSSESGGRSEGG t -GI ^ ^liJG ~ \ Hi t 1 . 3 ! m;;P.LRRPHL 

lYAYSGFGGPKDGOEGAE'YLEGHSSGDGDGGGEEOGKEETDFQEENHIGTFKQTLEIEf'ETPGEOSYDLGT 

Important features : 
Signal sequence: 

amino acids 1-27 

Transmembrane domain: 

amino acids 808-828 

N-glycosylation site . 

amino acids 122-126, 156-160, 274-278, 442-446, 469-473, 515-519, 
688-692, 729-733, 905-909, 987-991, 999-1003, 1016-1020 

Glycosarainoglycan attachment site. 

amino acids 886-890 

Casein kinase II phosphorylation site. 

amino acids 99-103, 180-184, 263-267, 314-318, 324-328, 374-378, 
383-387, 407-411, 524-528, 608-612, 692-696, 709-713, 731-735, 
799-803, 843-847, 863-867, 907-911, 1003-1007, 1018-1022, 
1073-1077, 1079-1083, 1081-1085 

Tyrosine kinase phosphorylation site. 

amino acids 667-67 5 

N-myristoylation site. 

amino acids 14-20, 36-42, 239-245, 257-263, 380-386, 427-433, 
513-519, 588-594, 672-678, 683-687, 774-780, 933-939 



Leucine zipper pattern. 

amino acids 58-80, 65-87 
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GGGGGTTAt ( f m ACCCCCACCCCCCCM^CCCTTTTCTTCTCCTTTCCTGGCTTCGGAXATTGG 

AGCACTAAATGj^CTTGAATTGTGTCTGTGGCGAGCaGGMGGTCGCTGTl'ACTTTGTGATGAGATCGGGGATGA 
ATTGCTCGCTTTAAAAATGCTGCTTTGGATTCTGTTGCTGGAGACGTCTCTTTGTTTTGCCGCTGGAAACGTTAC 
AGGGGACGTTTGCAAAGAGAAGATCTGTTCCTGCAATGAGATAGAAGGGGACCTACACGTAGACTGTGAAAAAAA 
GGGCTTCACAAGTCTGCAGCGTTTCACTGCCCCGACTTCCCAGTTTTACCAi ! TTATTTCTGCATGGCAATTCCCT 
CACTCGACTTTTCCCTAftTGAGTTCGCTAACTTTTATAATGCGGTTAGTTTGCACATGGAAAACAATGGCTTGCA 
TGAAATCGT C GCTT1 GG CT \ACAAGAT AAG 

TTTTCGAAAGCAGACT1 ! TTCTGGGGCTGGACGATCTGGAATATCTCCAGGCTGATTTTAATTTATTACGAGATAT 
AGACCCGGGGGCCTTCCAGGACTTGAACAAGCTGGAGGTGCTCATTTTAAATGACAATCTCATCAGCACCCTACC 
TGCCAACGTGTTCCAGTATGTGCCCATCAGCCACCTCGACCTGCGGGGTAACAGGCTGAAAACGCTGCCCTATGA 
GGAGGTCT'TGGAGCAAATCCCTGGTATTGCGGAGATCCTGCTAGAGGATAACCCTTGGGACTGCACCTGTGATCT 
GCTCTCCC I Ai AAGATTCC AGAATGCCCT X AG T G G T C T G C G A GCCCCCAC 

CAGACTGCAGGGTAAAGACCTCAATGAAACCACCGAACAGGACTTGTGTCCTTTGAAAAACCGAGTGGATTCTAG 
TCTCCCGGCGCCCCCTGCCCAAGAAGAGAGGTTTGCTCCTGGACCCCTGCCAACTCCTTTCAAGACAAATGGGCA 
AGAGGATCATGCCACACCAGGGTCTGCTCCAAACGGAGGTACAAAGATCCCAGGCAACTGGCAGATCAAAATCAG 
ACCCACAGCAGCGATAGCGACGGGTAGCTCCAGGAACAAACCCTTAGCTAACAGl'TTACCCTGCCCTGGGGGCTG 
CAGCTGCGACCACATCCCAGGGTCGGGTTTAAAGATGAACTGCAACAACAGGAACGTGAGCAGCTTGGCTGATTT 
GAAGCCCAA6CTCTCTAACGTGCAGGAGCTTTTCCTACGAGATAACAAGATCCACAGCATCCGAAAATCGCACTT 
TGTGGATTACAAGAACCTCATTCTGTTGGM'CTGGGCAACAATAACATCGCTACTGTAGAGAACAACACTTTCAA 
GAACCTTTTGGACCTCAGGTGGCTATACATGGATAGCAATTACCTGGACACGCTG'i'GCCGGGAGAAATTCGCGGG 
GCTGCAAAACCTAGAGTACCTGAACGTGGAGTACAACGCTATCCAGCTCATCCTCCCGGGCACTTTCAATGCCAT 
GCCCAAACTGAGGATCCTCATTCTCAACAACAACCTGCTGAGGTCCCTGCCTGTGGACGTGTTCGCTGGGGTCTC 
GCTCTCTAAACTCAGCCTGCACAACAATTACTTCATGTACCTCCCGGTGGCAGGGGTGCTGGACCAGTTAACCTC 
CATCATCCAGATAGACCTCCACGGAAACCCCTGGGAGTGCTCCTGCACAATTGTGCGTTTCAAGCAGT6GGCAGA 
ACGCTTGGGTTCCGAAGTGCTGATGAGCGACCTCAAGTGTGAGACGCCGGTGAACTTCTTTAGAAAGGATTTCAT 
GCTCCTCTCCAATGACGAGATCTGCCCTCAGCTGTACGCTAGGATCTCGCCCACGTTAACTTCGGACAGTA^AAA 
CAGCACTGGGTTGGCGGAGACCGGGACGCACTCCAACTCCTACCTAGACACCAGCAX^GGI'GTCCAAtCTCGGTGTT 
GGTCCCGGGACTGCTGCl'GGTGTTTGTCACCTCCGCCTTCACCGTGGTGGGCATGCTCGTGTTTATCCTGAGGAA 
CCGAAAGCGGTCCAAGAGACGAGATGCCAACTCCTCCGC T( ^ «i v J C ? TGTGACTf 

rTC-TAvT CA AAlw ? " ATGGGGCCCACA I > FGC TCTCACTCGCTCTC 

A G AC TAAG AC C CCAAC CC CAA T A GG GG * ? * ;ATACATCCTTCC< A "GCAGGCACCCCGGG 

Tc lA If FGA 

gcacaaccgaaagggcctgaccccttacttagctccgtccttgaaacaaagagcagac;tgtck;agagctgggaga 
gcgcagccagctcgctcittgctgagagccccttttgacagaaagcccagcacgacrctgctggaagaactgaca 
gtgccctcgccctcgggcccgggggctgtggggttggatgccgcggttctatacatatatacatatatccacatc 

TATATAGAGAGATAGATATCTATTTTTCCCCTGTGGATTAGCCCCGTGATGGCTCCCTGTTGGCTACGCAGGGAT 
GGGCAGTTGCACGAAGGCATGAATGTATTGTRAATAAGTAACTTTGACT'PCTGAC 



WO 01/40466 



PCMjSOO/32678 



354/550 

F IGURE 354 

MLLWILLLETSLCPAAGNVTGDVCKEKICSCNEIEGDLHVDCEKK6FTSLQRFTAPTSQFYHL 
FLHGNSLTRLFPNEFANFYNAVSLHMENNGLHEIVPGAFLGLQLVKRLHINNNKIKSFRKQTP 
LGLDDLEYLQADFNLLRDIDPGAFQDLNKLEVtlLNDNLISTLPANVFQVVPITHLDLRGNRL 
KTLPYEEVLEQIPGIAEILLEDNPWDCTCDLLSLKEWLENIPKNALIGRVVCEAPTRLQGKDL 
NETTEQDLCPLKNRVDSSLPAPPAQEETFAPGPLPTPFKTNGQEDHATPGSAPNGGTKIPGNW 
QIKrRPTAAIATGSSRNKPLANSLPCPGGCSCDHIPGSGLKMNCNNRNVSSLADLKPKLSNVQ 
ELFLRDNKIHSIRKSHFVDYKNLILLDLGNNNIATVENNTFKNLL DLRWLYMDSN YLDTL5RS 
KFAGLQNLEYLNVEYNAIQLILPGTFNAMPKLRILILNNNLLRSLPVDVFAGVSLSKLSLHNN 
YFMYLPVAGVLDQLTSIIQIDLHGNPWECSCTIVPFKQWAERLGSEVLMSDLKCETPVNFFRK 
DFMLLSNDEICPQLYARISPTLTSHSKNSTGLAETGTHSNSYLDTSRVSISVLVPGLLLVFVT 
SA FT WGMLV F I LRNRKR S KRR DAN S S AS E I N 5 LQT VC DS S Y WHN G P YNADGAH RVY DCGS H S 
LSD 

Important features: 

Signal sequence: 

amino acids 1-15 

Transmembrane domain: 

amino acids 618-638 

N— cflycosylation site . 

amino acids 18-22, 253-257, 363-367, 416-420, 595-599, 655-659 

cAMP- and cGMP -dependent protein kinase phosphorylation site. 

amino acids 122-126, 64 6-650 

Casein kinase II phosphorylation site. 

amino acids 30-34, 180-184, 222-226, 256-260, 366-370, 573-577, 
608-612, 657-661, 666-670, 693-697 

N-my r i s toy 1 a tion site . 

amino acids 17-23, 67-73, 100-106, 302-308, 328-334, 343-349, 
354-360, 465-471, 493-499, 598-604, 603-609 



Frokaryotic membrane lipoprotein lipid attachment site. 

anu.no acids 337-34 8 
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AGTCGACTGCGTCCCCTGTACCCGGCGCCAGCTGTGTTCCTGACCCCAGAAmACTCAGGGCTGCACCGGGCCTG 
GCAGCGCTCCGCACACATTTCCTGTCGCGGCCTAAGGGAAACTGTTGGCCGCTGGGCCCGCGGGGGGATTCTTGG 
CAGTTGGGGGG'IGCGTCGGGAGCGAGGGCGGAGGGGAAGGGAGGGGGAACCGGGTTGGGGAAGCCAGCTGTAGAG 
GGCGGTGACCGCGCTCCAGACACAGCTCTGCGTCCTCGAGCGGGACAGATCCAAGTTGGGAGCAGCTCTGCGTGC 
GGGGCCTCAGAGAASGAGGCCGGCGTTCGGCCTGTGCCTCCTCTGGCAGGCGGTCTGGCGCGGGCCGGGCGGCGG 
CGAACACCCCACTGCCGACCGTGCTGGCT6CTCGGCCTCGGGGGCCTGCTACAGCCTGCACCACGCTACCATGAA 
GCGGCAGGCGGCCGAGGAGGCCTGCATCCTGCGAGGTGGGGGGGTCAGCACCGTGCGTGCGGGCGCCGAGCTGCG 
CGCT6TGCTCGCGCTCCTGCGGGCAGGCCCAGGGCCCGGAGGGGGCTCCAAAGACCTGCTGTTCTGGGTCGCACT 
GGAGCGGAGGCGTTCGGAGTGGACGCTGGAGAACGAGCCTTTGCGGGGTTTGTCCTGGCTGTCCTCGGACCCCGG 
CGGTCTCGAAAGCGACACGC7GCAGTGGGTGGAGGAGCCCCAACGCTCCIGCACCGCGGGGAGATGCGCGGTACT 
CCAGGCCACGGGTGGGGTCGAGCCCGCAGGCTGGAAGGAGATGCGATGCCACCTGCGCGCCAACGGCTACCTGTG 
CAAGTACCAGTTTGAGGTCTTGTGTCCTGCGCCGCGCCCCGGGGCCGCCTCTAACTTGAGCTAT?CGCGCGCCCTT 
CCAGCTGCACAGCGCCGCTCTGGACTTCAGTCCACCTGGGACCGAGGTGAGTGCGCTCTGCCGGGGACAGCTCCC 
GATCTCAGTTACTTGCATCGCGGACGAAATGGGCGCTCGCTGGGACAAACTCTCGGGCGATGTGTTGTGTCCCTG 
CCCCGGGAGGTACCTCCGTGCTGGCAAATGCGCAGAGCTCCCTAACTGCCTAGACGACTTGGGAGGCTTTGCCTG 
CGAATGTGCTACGGGCTTCGAGGTGGGGAAGGACGGCCGCTGTTGTGTGACCAGTGGGGAAGGACAGCCGACCCT 
TGGGGGGACCGGGGTGCCCACCAGGCGCCCGCCGGCCACTGCAACCAGCCCCGTGCCGCAGAGAACATGGCCAAT 
GAGGGTCGACGAGAAGCTGGGAGAGACACCAGTTGTGGGTGAACAAGACAATTCAGTAACATCTATTCCTGAGAT 
TCCTCGATGGGGATCACAGAGCACGATGTCTACCCTTCIAAATGTCCCOTCAAGCCGAGTCAAAGGCCACTATCAC 
CCCATCAGGGAGCGTGATTTCCAAGTTTAATTCTACGACTTCCTCTGGCACTCCTCAGGCTTTCGACTCCTCCTC 
TGCCGTGGTCTTCATATTTGTGAGCACAGC^GTAGTAGTGTTGGTGATCTTGACCATGACAGTACTGGGGCTTGT 
CAAGCTCTGCTTTCACGAAAGCCCCTCTTCCCAGCCAAGGAAGGAGTCTATGGGCCCGCCGGGCCTGGAGAGTGA 
TCCTGAGCCCGCTGCTTTGGGCTCCAGTTCTGCACATTGCACAAACAATGGGGTGAAAGTCGGGGACTGTGATCT 
GCGGGACAGAGCAGAGGGTGCCTTGCTGGCGGAGTCCCCTCTTGGCTCTAGTGATGCATAGGGAAACAGGGGACA 
TGGGCACTCCTGTGAACAGTTTTTCACI'TTTGATGAAACGGGGAACCAAGAGGAACTOACTTGTGTAACTGACAA 
TTTCTGCAGAAATCCCCCTTCCTCTAAATTCCCTTTACTCCACTGAGGAGCTAAATCAGAACTGCACACXCCTTC 
CCTGATGATAGAGGAAGTGGAA.GTGCCTTTAGGATGGTGATACTGGGGGACCGGGTAGTGCTGGGGAGAGATATT 
TTCTTATGTTTATTCGGAGAATTTGGAGAAGTGATTGAACTTTTCAAGACATTGGAAACAAATAGAACACAATAT 

3T T C AG G G TAG G AG TAT ATT GG 

TTCGAAATCCCAGGGAAAAAAATAAAAATAAAAAATTAAAGGATTGTTGAT 
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FIGURE 356 

MRPAFALCLLWQALWPGPGGGEHPTADRAGCSASGACYSLHHATMKRQAAEEACILRGGALST 
VRAGAELRAVLALLRAGPGPGGGSKDLLFWVALERRRSHCTLEKEPLRGFSWLSSDPGGLESD 
TLQWVEEPQRSCTARRCAVLQATGGVEPAGMKEMRCHLfeANGYLCKYQFE'VLCPAPRPGAASN 
LSYRAPFQLHSAALDFSPPGTEVSALCRGQLPISVTCIADEIGARWDKLSGDVLCPCPGRYLR 
AGKCAELPNCLDDLGC-FACECATGFELGKDGRSCVTSGEGQPTLGGTGVPTRRPPATATSPVP 
QRTWPIRVDEKLGETPLVPEQDNSVTSIPEIPRWGSQSTMSTLQMSLQAESKATTTPSGSVIS 
K FN S T T S SAT PQA F D S S SAW F I F VST A WVLV I LTMT VLG LVK LC FHESPSSQP RKE SMG P P 
GLE S DP E P AALG S S S AHCTN N G V KVG DC DLRDR AEGALLA E S PLCS S DA 



Important features : 

Signal sequence: 

amino acids 1-16 

Transmembrane domain: 

amino acids 399-418 

N-glycosylation site . 

amino acids 18 9-193, 381-38 5 

Glycosaminogrlycan attachment site. 

amino acids 289-2 93 

cAMP- and cGMP-dependent protein kinase phosphorylation site. 

amino acids 98-102, 434-438 

Casein kinase II phosphorylation site. 

amino acids 275-279, 288-292, 342-346, 445-449 

N-myristoyiation site . 

amino acids 30-36, 35-41, 58-64, 59-65, 121-127, 151-157, 
185-191, 209-215, 267-273, 350-356, 374-380, 453-459, 463-469, 
477-483 

Aspartxc acid and asparagine hydroxylation site. 

amino acids 262-274 
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CAAAACTTCTTGGCCAAAGAAATTGGGGATGCTAAATTTCTGCAT^ 

TCTTTCAATTTTGAACTTCAGGTCTATGGTGCATC ; rA?GAATCTATCAC;vAGCATTTTCTTCACTGAAAAGCCTG 
AAAATTCTGCGGATCAGAGGATATGTCTTTAAAGAGTTGAAAAGC1 1 TTAA(:C3TGT ; CG(:CGi'; ! TACATAATCTTCAA 
AATCTTGAAGTTCTTGA?CTTGGCACTAA.:TTTATAAAAATTGur T' I < 1 ! J 3 i3I Gv;-^ 

A,,, a >At. v' MA ^ ' ' . t M -A. J>1"- ' TT ~r ^ f , T A ,~ < , - < To 1' AA^r 

GCCAGAAC f " 1 ^AAT^-GATTRTT i ~ 

( , f „ x - . ~~ Tl E .1 » I M - i L * A 

TTGGATCTAAGTAAAAATAGTATATTTTTTGTCAAGTCCTCTGAT. i CAGOA rTTCTTTC GAATGCCTG 
AATC'GTCACGAA J AGCT GAGATATTTG 

• f J j s. T i A i Gi i ( j i' T ' f 1 " T TT MTT^'i ^ i ? ^ 1 <. XuG? 

ATAAGCAGTAATAGCCATTATT?TCAATCAGAAGGAATTAC:TCAl , ATGG1AAACTT1 ! A(:GAAGAGi.CCTAAAGGTT 
CTGCAGAAACTGATGATGAACGACAATGACATCTCTTCCTCCACCAGvGAGGACCATGGAGAGTGAGTCTC'TTAGA 
ACTGT GGAAT7C A ' ' . « " 

i < ? i l t t i i i n (. r~ <. e n ^ m i 

ATGCCTCCAAATCTAAAGMTCTCTCTTTGGCCAAAAATGGGCTCAAATCTTTGAGTTGGAAGAAACTCCAGTGT 
CTAAAGAACCTGGAAACTTTGGACCTCAGCCACAACCAACTGACGACTGTCGCTGAGAGATTATCCAACTGTTCC 
AG AAGC C T C A A* SAA'I C i GA'j. rCT rAAGAATAATCAAATCAGGAGTCTGACGAAGTATTTTCTACAAGATGCCTTC 
C T-i "v I i ^ I A i T T m ^ i - T. 

«A ^ ^ ^ T 3 - ! 

GTTAACCATACGGAGGTGACTATTCCTTACCTGGCCACAGATGTGACTTGTGTGGGGCCAGGAGCACACAAGGGC 

? T ^ ,T Tr ~ i If I J 3 1 c T T" - T f A 

TCTGTATCTCTCTTTCTGATGGTGATGATGAGAGGAAGTCACCTGTATl'TGTGGGATGTGTGGTATATTTACCAT 
I'iCi 1/ •> . l. * ' - t , l -i i ( PT 1ATTGTGTAT 

G^Cfi I'Wi-C ^1 .GT<"GC, A -TG >AAr ?i c:^aA , " t 

cattttaatttatgtgtcgaggaaagggagtggttacgaggggagccagttctggaaaagctttg(a:agaggata 
cag(:ttac;caaaaagacagtgtttgtgatgagagagaagtatgcaaagactgaaaattttaagatag(;attttac 

TTGTG"-A " ^A,i-'' ; i > fT^ T ^ I ^ J TT"' 1 I ' > 3? K ^ ri "G 

TCCAAGTT(;ClX;CAGG1 , GGGGAAJGAGGC'rCTGTGGGAGTTCTGTCCTTGAGTGGCCAAGAAACCCGGAAGCTGAC 
< I ^ T < ! T" lij i i " '\\ I ^Jvt^ \ ~ iAj<\ 

ACGGTCTAgCCCn G GAAAG? 7, TAGTTTACCAAGGAGAGGCCTGGC 



WO 01/40466 



358/550 

FIGURE 358 

MVFPMWTLKRQILILFMIILISKLLGARWFPKTLPCDVTLDVPKNHVIVDCTDKHLTEIPGGI 
PTNTTNLTLTINHIPDISPASFHRLDHLVEIDFRCKCVPIPLGSKNNMCIKRLQIKPRSFSGL 
TYLKSLYLDGNQLLEIPQGLPPSLQLLSLEAKNIFSIRKENLTELANIEILYLGQNCYYRNPC 
yVSYSIEKDAFLNLTKLKVLSLKDNRVTAVPTVLPSTLTELYLYNNMIAKIQEDDFMNLNQLQ 
ILDLSGNCPRCYNAPFPCAPCKNNSPLQIPVNAFDALTELKVLRLHSNSLQHVPPRWFKN1NK 
LQELDLSQNFLAKEIGDAKFLHFLPSLIQLDLSFKFELQVYRASMNLSQAFSSLKSLKILRIR 
GYVFKELKSFNLSPLHNLQNLEVLDLGTNFIKIANLSMFKQFKRLKVIDLSVNKISPSGDSSE 
VGFCSNARTSVESYEPQVLEQLHYFRYDKYARSCRFKNKEASFMSVNESCYKYGQTLDLSKNS 
IFFVKSSDFQHLSFLKCLNLSGSLISQTLNGSEFQPLAELRYLDFSNNRLDLLHSTAFEELHK 
LEVLDISSNSHYFQSEGITHMLNFTKNLKVLQKLMMNDNDISSSTSRTMESESLRTLEFRGNH 
LDVLWREGDNRYLQLFKNLLKLEELDISKNSLSFLPSGVFDGMPPKLKNLSLAKNGLKSFSWK 
KLQCLKNLETLDLSHNQLTTVPERLSNCSRSLKNLILKNNQIRSLTKYFLQDAFQLRYLDLSS 
NKIQMIQKTSFPENVLNNLKMLLLHHHRFLCTCDAVWFVWWVNHTEVTIPYLATDVTCVGPGA 
HKGQSVISLDLYTCELDLTNLILFSLSISVSLFLMVMMTASHLYFWDVWYIYHFCKAKIKGYO 
RLISPDCCYDAFIVYDTKDPAVTEWVLAELVAKLEDPREKHFNLCLEERDWLPGQPVLENLSQ 
SIQLSKKTVFVMTDKYAKTENFKIAFYLSHQRLMDEKVDVT J.LIFLEKPFQKSKFLQLRKRLC 
G S S VL E W PTN PQAH P Y FWQCLKNALAT DNH V A YSQV FK ET V 

Important features: 
Signal sequence: 

amino acids 1-26 



Transmembrane domain: 

amino acids 840-860 
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FIGURE 35$ 

GACGGCTGGCCACC&TgCACGGCTCCTGCAGTTTCCTGATGCTTCTGCTGCCGCTACTGCTAC 
TGCTGGTGGCCACCACAGGCCCCGTTGGAGCCCTCACAGATGAGGAGAAACGTTTGATGGTGG 
AGCTGCACAACCTCTACCGGGCCCAGGTATCCCCGACGGCCTCAGACATGCTGCACATGAGAT 
GGGACGAGGAGCTGGCCGCCTTCGCCAAGGCCTACGCACGGCAGTGCGTGTGGGGCCACAACA 
AGGAGCGCGGGCGCCGCGGCGAGAATCTGTTCGCCATCACAGACGAGGGCATGGACGTGCCGC 
TGGCCATGGAGGAGTGGCACCACGAGCGTGAGCACTACAACCTCAGCGCCGCCACCTGCAGCC 
CAGGCCAGATGTGCGGCCACTACACGCAGGTGGTATGGGCCAAGACAGAGAGGATCGGCTGTG 
GTTCCCACTTCTGTGAGAAGCTCCAGGGTGTTGAGGAGACCAACATCGAATTACTGGTGTGCA 
ACTATGAGCCTCCGGGGAACGTGAAGGGGAAACGGCCCTACCAGGAGGGGACTCCGTGCTCCC 
AATGTCCCTCTGGCTACCACTGCAAGAACTCCCTCTGTGAACCCATCGGAAGCCCGGAAGATG 
CTCA6GATTTGCCTTACCTGGTAACTGAGGCCCCATCCTTCCGGGCGACTGAAGCATCAGACT 
CTAGGAAAATGGGTACTCCTTCTTCCCTAGCAACGGGGATTCCGGCTTTCTTGGTAACAGAGG 
TCTCAGGCTCCCTGGCAACCAAGGCTCTGCCTGCTGTGGAAACCCAGGCCCCAACTTCCTTAG 
CAACGAAAGACCCGCCCTCCATGGCAACAGAGGCTCCACCTTGCGTAACAACTGAGGTCCCTT 
CCATTTTGGCAGCTCACAGCCTGCCCTCCTTGGATGAGGAGCCAGTTACCTTCCCCAAATCGA 
CCCATGTT CC TATC CCAAAAT CAGCAGAC AAAGT GAC AGACAAAACAAAAGTGC CCTCTAGGA 
GCCCAGAGAACTCTCTGGACCCCAAGATGTCCCTGACAGGGGCAAGGGAACTCCTACCCCATG 
C CCAGG AGGAGGCTGAGGCTGAGGC TG AGT TGCCTCCTTCCAGT GAGGT CTTGGCCTC AGTTT 
T TCCAGCC CAGGAC AAGCC AGG TGAGC TGCAGGCC ACACT GGACCACACGGGGC ACAC CT CCT 
CCAAGTCCCTGCCCAATTTCCCCAATACCTCTGCCACCGCTAATGCCACGGGTGGGCGTGCCC 
TGGCTCTGCAGTCGTCCTTGCCAGGTGCAGAGGGCCCTGACAAGCCTAGCGTTGTGTCAGGGC 
TGAACTCGGGCCCTGGTCATGTGTGGGGCCCTCTCCTGGGACTACTGCTCCTGCCTCCTCTGG 
TGTTGGCT6GAATCTTC TGAA TGGGATACCACTCAAAGGGTGAAGAGGTCAGCTGTCCTCCTG 
TCATCTTCCCCACCCTGTCCCCAGCCCCTAAACAAGATACTTCTTGGTTAAGGCCCTCCGGAA 
GGGAAAGGCTACGGGGCATGTGCCTCATCACACCATCCATCCTGGAGGCACAAGGCCTGGCTG 
GCTGCGAGCTCAGGAGGCCGCCTGAGGACTGCACACCGGGCCCACACCTCTCCTGCCCCTCCC 
TCCTGAGTCCTGGGGGTGGGAGGATTTGAGGGAGCTCACTGCCTACCTGGCCTGGGGCTGTCT 
GCCCACACAGCATGTGCGCTCTCCCTGAGTGCCTGTGTAGCT6GGGATGGGGATTCCTAGGGG 
CAGATGAAGGACAAGCCCCACTGGAGTGGGGTTCTTTGAGTGGGGGAGGCAGGGACGAGGGAA 
GGAAAGT AACT CC TG ACTCTCC AAT AAAAACCTGTC CAAC CTGTG A AA 
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FIGURE 360 

MHGSCSFLMLLLPLLLLLVATTGPVGALTDEEKRLMVELHNLYRAQVSPTASDMLHMRWDEEL 
AAFAKAYARQCVWGHNKERGRRGENLFAITDEGMDVPLAMEEWHHEREHYNLSAATCSPGQMC 
GHYTQWWAKTERIGCGSHPCEKLQGVEETNIELLVCNYEPPGNVKGKRPYQEGTPCSQCPSG 
YHCKNSLCEPIGSPEDAQDLPYLVTEAFSFRATEAS DSRKMGTPSSLATGIPAFLVTEVSGSL 
ATKALPAVETQAPTSLATKDPPSMATEAPPCVTTEVPSILAAHSLPSLDEEPVTFPKSTKVPI 
PKSADKVTDKTKVPSRSPENSLDPKMSLTGARELLPHAQEEAEAEAELPPSSEVLASVFPAQD 
KPGELQATLDHTGHTSSKSLPNFPNTSATANATGGRALALQSSLPGAEGPDKPSVVSGLtJSGP 
GHVWGPLLGLLLLPPLVLAGI F 

Important features: 
Signal sequence: 

amino acids 1.-22 

N-glycosylation site. 

amino acids 114-118, 403-407, 409-413 

Glycosaminoglycan attachment site. 

amino acids 439-443 

Casein kinase II phosphorylation site. 

amino acids 29-33, 50-54, 156-160, 195-199, 202-206, 299-303 
N-myristoylation site. 

amino acids 123-129, 143-149, 152-153, 169-175, 130-186, 231-237, 250-256 

Amidation site. 

amino acids 82-86, 17 2-176 

Peroxidases proximal heme-ligand signature. 

amino acids 287-298 

Extracellular proteins SCP/Tpx~l/AgS/S»It~l/Sc7 signature 1 . 

amino acids 127-138 

Extracellular proteins SCP/Tpx-l/Ag5/PR-l/Sc7 signature 2. 

amino acids 160-172 
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FIGURE 361 

GACTAGTTCTCTTGGAGTCTGGGAGGAGGAAAGCGGAGCCGGCAGGGAGCGAACCAGGACTGG 
GGTGACGGCAGGGCAGGGGGCGCCTGGCCGGGGAGARGCGCGGGGGCTGGAGCACCACCAACT 
GGAGGGTCCGGAGTAGCGAGCGCCCCGAAGGAGGCCATCGGGGAGCCGGGAGGGGGGACTGCG 
AGAGGACCCCGGCGTCCGGGCTCCCGGTGCCAGCGCTATGAGGCCACTCCTCGTCCTGCTGCT 
CCTGGGCCTGGCGGCCGGCTCGCCCCCACTGGACGACftACAAGATCCCCAGCCTCTGCCCGGG 
GCACCCCGGCCTTCCAGGCACGCCGGGCCACCATGGCAGCGAGGGCTTGCCGGGCCGCGATGG 
CCGCGACGGCCGCGACGGCGCGCCCGGGGCTCCGGGAGAGAAAGGCGAGGGCGGGAGGCCGGG 
ACTGCCGGGACCTCGAGGGGACCCCGGGCCGCGAGGAGAGGCGGGACCCGCGGGGCCCACCGG 
GCCTGCCGGGGAGTGCTCGGTGCCTCCGCGATCCGCCTTCAGCGCCAAGCGCTCCGAGAGCCG 
GG TGCC TCCGCC GTCTGACGCACCCTTGCCCTTCGACCGC GTGCTG GT GAAC GAGC AGGGACA 
TTACGACGCCGTCACCGGCAAGTTCACCTGCCAGGTGCCTGGGGTCTACTACTTCGCCGTCCA 
TGCCACCGT CT ACCGGGC CAGCCTGC AGTTTGATCT GGTGAAGAAT GGCGAATC CAT TGC CTC 
TTTCTTCCAGTTTTTCGGGGGGTGGCCCAAGCCAGCCTCGCTCTCGGGGGGGGCCATGGTGAG 
GC TGGAGCCTGAGG ACCAAGTGTGGGT GCAG GTGGGTGTGGGT GACTAC AT TG GCATCTATGC 
CAGCATCAAGACAGACAGCACCTTCTCCGGATTTCTGGTGTACTCCGACTGGCACAGCTCCCC 
AGTCTTTGCTSagTGCCCACTGCAAAGTGAGCTCATGCTCTCACTCCTAGAAGGAGGGTGTGA 
GGCTGACAACCAGGTCATCCAGGAGGGCTGGCCCCCCTGGAATATTGTGAATGACTA6GGAGG 
TGGGGTAGAGCACTCTCCGTCCTGCTGCTGGCAAGGAATGGGAACAGTGGCTGTCTGCGATCA 
GGTCTGGCAGC AT GGGGCAGTGGC TGG AT TT CT GC CCAAGACC AGAGGAGTGT GCTGTGCTGG 
C AAGTGTAAGTCC CCC AGT TG CTCTGGT CCAGGAGC CCACGG TGGGGTGCTCTCTT CCTGGT C 
CTCTGCTTCTCTGGATCCTCCCCACCCCCTCCTGCTCCTGGGGCCGGCCCTTTTCTCAGAGAT 
C AC TC AAT AAACC T AAGAACC CTC ATAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
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FIGURE 362 

MRPLLVLLLLGLAAGSPPLDDNKIPSLCPGHPGLPGTPGHHGSQGLPGRDGRDGRDGAPGAPG 
EKGEGGRPGLPGPRGDPGPRGEAGPAGPTGPAGECSVPPRSAFSAKRSESRVPPPSDAPLPFD 
RVLVNEQGHYDAVTGKFTCQVPGVYYFAVHATVYiRASLQFDLVKNGESIASFFQFFGGWPKPA 
SLSGGAMVRLEPEDQVWVQVGVGDYIGIYASIKTDSTFSGFLVYSDWHSSPVFA 

Important features: 
Signal sequence. 

amino acids 1-15 

N-myristoylation sites. 

amino acids 11-17, 68-74, 216-222 

Cell attachment sequence. 

amino acids 77-80 
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FIGURE 36 3 

GGAGAGCGGAGCGAAGCTGGATAACAGGGGACCGA3PGATGTGGCGACCATCAGTTCTGCTGCT 
TCTGTTGCTACTGAGGCACGGGGCCCAGGGGAAGCCATCCCCAGACGCAGGCCCTCATGGCCA 
GGGGAGGGTGCACCAGGCGGCCCCCCTGAGCGACGCTCCCCATGATGACGCCCACGGGAACTT 
CCAGTACGACCATGAGGCTTTCCTGGGACGGGAAGTGGCCAAGGAATTCGACCAACTCACCCC 
AGAGGAAAGCCAGGCCCGTCTGGGGCGGATCGTGGACCGCATGGACCGCGCGGGGGACGGCGA 
CGGCTGGGTGTCGCTGGCCGAGCTTCGCGCGTGGATCGCGCACACGCAGCAGCGGCACATACG 
GGACTCGGTGAGCGCGGCCTGGGACACGTACGACACGGACCGCGACGGGCGTGTGGGTTGGGA 
GGAGCTGCGCAACGCCACCTATGGCCACTACGCGCCCGGTGAAGAATTTCATGACGTGGAGGA 
TGCAGAGACCTACAAAAAGATGCTGGCTCGGGACGAGCGGCGTTTCCGGGTGGCCGACCAGGA 
TGGGGACTCGATGGCCACTCGAGAGGAGCTGACAGCCTTCCTGCACCCCGAGGAGTTCCCTCA 
CATGCGGGACATCGTGATTGCTGAAACCCTGGAGGACCTGGACAGAAACAAAGATGGCTATGT 
CCAGGTGGAGGAGTACATCGCGGATCTGTACTCAGCCGAGCCTGGGGAGGAGGAGCCGGCGTG 
GGTGCAGACGGAGAGGCAGCAGTTCCGGGACTTCCGGGATCTGAACAAGGATGGGCACCTGGA 
TGGGAGTGAGGTGGGCCACTGGGTGCTGCCCCCTGCCCAGGACCAGCCCCTGGTGGAAGCCAA 
CCAC CT GCT GCACGAGAG CGACACGGAC AAGGATGGGCGGCTGAGCAAAGCGGAAAT CCTGGG 
TAATTGGAACATGTTTGTGGGCAGTCAGGCCACCAACTATGGCGAGGACCTGACCCGGCACCA 
CGATGAGCTGTGAGCACCGCGCACCTGCCACAGCCTCAGAGGCCCGCACAATGACCGGAGGAG 
GGGCCGCTGTGGTCTGGCCCCCTCCCTGTCCAGGCCCCGCAGGAGGCAGATGCAGTCCCAGGC 
ATCCTCCTGCCCCTGGGCTCTCAGGGACCCCCTGGGTCGGCTTCTGTCCCTGTCACACCCCCA 
ACCC CAG GGAGGGGCTGT CATAGT CCCAG AGGAT AAGCAATACC TATT TCTG ACT GAGTCT CC 
CAGCCCAGACCCAGGGACCCTTGGCCCCAAGCTCAGCTCTAAGAACCGCCCCAACCCCTCCAG 
CTCCAAATCTGAGCCTCCACCACATAGACTGAAACTCCCCTGGCCCCAGCCCTCTCCTGCCTG 
GCCTGGCCTGGGACACCTCCTCTCTGCCAGGAGGCAATAAAAGCCAGCGCCGGGACCTTGAAA 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 
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FIGURE 364 

MMWRPSVLLLLLLLRHGAQGKPSPDAGPHGQGRVHQAAPLSDAPHDD71HGNFQYDHEAFLGRE 
VAKEFDQLTPEESQARLGRIVDRMDRAGDGDGWVSLAELRAWIAHTQQRHIRDSVSAAWDTYD 
TDRDGRVGWEELRNATYGHYAPGEEFHDVEDAETYKKMLARDERRFRVADQDGDSMATREELT 
AFLHPEEFPHMRDIVIAETLEDLDRNKDGYVQVEEYIADLYSAEPGEEEPAWVQTERQQFRDF 
RDLNKDGHLDGSEVGHWVLPPAQDQPLVEANHLLHESDTDKDGRLSKAEILGNWNMFVGSQAT 
N YGE DLTRHH DEL 

Important features: 
Signal sequence: 

amino acids 1-20 

N-glycosylation site . 

amino acids 14 0-144 

Casein kinase II phosphorylation site. 

amino acids 72-76, 98-102, 127-131, 184-133, 208-212, 289-293, 
291-295, 298-302 

N-myristoylation site. 

amino acids 263-2 69, 311-317 

Endoplasmic reticulum targeting sequence. 

amino acids 325-330 
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FIGURE 365 

GTCTGTTCCCAGGAGTCCTTCGGCGGCTGTTGTGTCAGTGGCCTGATCGCGATGGGGACAAAG 
GCGCAAGTCGAGAGGAAACTGTTGTGCCTCTTCATATTGGCGATCCTGTTGTGCTCCCT6GCA 
TTGGGCAGTGTTACAGTGCACTCTTCTGAACCTGAAGTCAGAATTCCTGAGAATAATCCTGTG 
AAGTTGTCCTGTGCCTACTCGGGCTTTTCTTCTCCCCGTGTGGAGTGGAAGTTTGACCAAGGA 
GACACCACCAGACTCGTTTGCTATAATAACAAGATCACAGCTTCCTATGAGGACCGGGTGACC 
TTCTTGCCAACTGGTATCACCTTCAAGTCCGTGACACGGGAAGACACTGGGACATACACTTGT 
ATGGTCTCTGAGGAAGGCGGCAACAGCTATGGGGAGGTCAAGGTCAAGCTCATCGTGCTTGTG 
CCTCCATCCAAGCCTACAGTTAACATCCCCTCCTCTGCCACCATTGGGAACCGGGCAGTGCTG 
ACATGCTCAGAACAAGATGGTTCCCCACCTTCTGAATACACCTGGTTCAAAGATGGGATAGTG 
ATGCCTACGAATCCCAAAAGCACCCGTGCCTfCAGCAACTCTTCCTATGTCCTGAATCCCACA 
ACAGGAGAGCTGGTCTTTGATCCCCTGTCAGCCTCTGATACTGGAGAATACAGCTGTGAGGCA 
CGGAATGGGTATGGGACACCCATGACTTCAAATGCTGTGCGCATGGAAGCTGTGGAGCGGAAT 
GTGGGGGTCATCGTGGCAGCCGTCCTTGTAACCCTGATTCTCCTGGGAATCTTGGTTTTTGGC 
ATCTGG TT TG CCTAT AGCCGAGGCC ACTT TG ACAG AACAAAGAAAGGGACTTC G AGT AAGAAG 
GTGATTTACAGCCAGCCTAGTGCCCGAAGTGAAGGAGAATTCAAACAGACCTCGTCATTCCTG 
GTGSSaGCCTGGTCGGCTCACCGCCTATCATCTGCATTTGCCTTACTCAGGTGCTACCGGACT 
CTGGCCCCTGATGTCTGTAGTTTCACAGGATGCCTTATTTGTCTTCTACACCCCACAGGGCCC 
CCTACTTCTTCGGATGTGTTTTTAATAATGTCAGCTATGTGCCCCATCCTCCTTCATGCCCTC 
CCTCCCTTTCCTACCACTGCTGAGTGGCCTGGAACTTGTTTAAAGTGTTTATTCCCCATTTCT 
TTGAGGGATCAGGAAGGAATCCTGGGTATGCCATTGACTTCCCTTCTAAGTAGACAGCAAAAA 
TGGCGGGGGTCGCAGGAATCTGCACTCAACTGCCCACCTGGCTGGCAGGGATCTTTGAATAGG 
TATCTTGAGCTTGGTTCTGGGCTCTTTCCTTGTGTACTGACGACCAGGGCCAGCTGTTCTAGA 
GCGGGAATTAGAGGCTAGAGCGGCTGAAATGGTTGTTTGGTGATGACACTGGGGTCCTTCCAT 
CTCTGGGGCCCACTCTCTTCTGTCTTCCCATGGGAAGTGCCACTGGGATCCCTCTGCCCTGTC 
CT CC TGAAT ACAAGCT G ACTG ACATTGACTGTGTCTGTGGAAAATGGG AGC TCTTGT T GT GGA 
GAGCATAGTAAATTTTCAGAGAACTTGAAGCCAAAAGGATTTAAAACCGCTGCTCTAAAGAAA 
AGAAAACTGGAGGCTGGGCGCAGTGGCTCACGCCTGTAATCCCAGAGGCTGAGGCAGGCGGAT 
CACCTGAGGT CG GGAGTTCGGGATCAGCCTGACCAACATGGAGAAACC CT AC T GG AAAT ACAA 
AGTTAGCCAGGCATGGTGGTGCATGCCTGTAGTCCCAGCTGCTCAGGAGCCTGGCAACAAGAG 
CAAAACTCCAGCTCAAAAAAAAAAAAAAAA 
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FIGURE 366 

MGTKAQVERKLLCLFILAILLCSLALGSVTVHSSEPEVRI PENbJPVKLSCAYSGFSSPRVEWK 
FDQGDTTRLVCYNNKITASYEDRVTFLPTGITFKSVTREDTGTYTCMVSEEGGNSYGEVKVKL 
IVLVPPSKPTVNIPSSATIGNRAVLTCSEQDGSPPSEYTWFKDGIVMPTNPKSTRAFSNSSYV 
LNPTTGELVFDPLSASDTGEYSCEARNGYGTPMTSSAVRMEAVERMVGVIVAAVLVTLILLGI 
LVFGIWFAYSRGHFDRTKKGTSSKKVIYSQPSARSEGEFKQTSSFLV 

Important features: 
Signal sequence: 

amino acids 1-27 

Transmembrane domain: 

amino acids 238-255 

N-glycosylation site. 

amino acids 185-189 

cAMP- and cGMP-dependent protein kinase phosphorylation site. 

amino acids 270-274 

Casein kinase II phosphorylation site. 

amino acids 34-38, 82-86, 100-104, 118-122, 152-156, 154-158, 
193-197, 203-207, 287-291 



H~myri s toyl a tion s i te . 

amino acids 105-111, 116-122, 158-164, 219-225, 237-243, 256-262 
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F IGURE 367 

GGGGAGAGGAATTGACCATGTAfiARGGAGACTTTTTTTTTTGGTGGTGG AGTGTT GGTG I GCAAAAATG 

^ ^ i ' - i T , T < N T ' \l ,v 'A 

GAAGCTTTTTCTTGTGAGGCGTGGATCTTAAGACAAATGTGTATATGTGCACACAGGGAGGATTGAAGAATGAAA 
TAAAGGAGAGTTAGAGCCGCGGGGGTTGGTGTGTTCTGAAAAAAATAAATAATGTTAAAGG 
1 '\m\';. - n,; FA'' ir m.^C A, 41 ',A. ; (i>GIfT 

T ATAAAG G AG AAA 1 AG CC AAG G A G AT ATT I I AAT G AAAAG T T T GG G G C 3 T TT T GAG T A A A G T AA AG AACT 
GAT j, T T T^'A """II f < /-m - r i ? 

TTTCAGAGAACAWAGGTTGAGGGGGGGAGATTGAGGGATTGATTGGGGGAGAGAAAGCAGCAGAGCAGAGTTG^ 
GT" T 7 t J " ~™ i !1^T ~T 

TTTTATTGCTTTTGGTATCAAGATCArGGGTTTTCTCTTGTTCTTAACGACGTGGATTTCCATCTGGATGTTGC'r 
I i - J ^ T ' 1 T _ £TGJ I - - % 

A TA \ A f A T 3 T I 1 

- 3 f h I 1 J ■< i - a l t v T ^ T " \ 
i , « TA f - " -A i?T f j II > G J II .A ? f T < <■ " T 

r-TGV " ^ I /A > s^- < « -T " ~< f > P tl' ... , AAT " " i 

I (AHA ? c T t If ""l I FGGA 
AGTCTTTf 

GCGAAAGA, A' ' v. A 

- AAT'" A >J I TCGAAGT'i 

A G 3 c ' ' J I j A i f i \( ' t v r "" , -i !' A 

t I -t f A" U l x i i " 1 3 V - 1 k A M 

T C AAG TG AT TG AAC GGAATGCCTTTGACAACCTTCAG I ( " CA a T AATG "^AAC 

A Av, i ( A >\ f> ] <- ! Ai if G A - k T TCGAACTG 

TAACTGTGACATACTG^GGCTCAGC 

t a i f i ^ f rr T i t 

\ATGTC ACTGA A ■ =GCCCTCCACATC 

CGf GAChT I ~ 3 j ^ 1 ~ \ J. ? 

- G I I v f II - - 1 T, AA 

II 11 ii Al A 1 a 1 f "* "!i T TT I 
iACwJ A" T T ~.r ,^ ] vAGGATGAGGCACCA AGAGATAACAA1 TCCCACTO 

ACAGAGAAAACCTT 

. A - 3 v A, ^ 1 -i-^ T 1 f 3 T - t AF ~ ATG AAG ACT AG C AAAAT CAT CAT 

IGilMl'" A -i 1 t I 5 I c 111 1 t i i A( 3 

TCGGCAAAA. \' -AGGACTCTTGAAATTAT T AP lAAAAAGATGAc AGGGG GACACACC 

CArGGAAAGGGACCTGCCCATGCCTGATATGGAGCATGAGCACCAAAATCAGTATAACTAATACAAATCTCCCTT 

oAATGAA 

'•«.",- A /ma.] ft^iarA rAVA'KTM^^TrG ,A VATGAAAAAAAAA 

^ A 1 *A ( i t 11 3 ^ U ^\ "AA 

/AGAAGAAAAGAAATTTATTTATTAAGAAArTC:AATx'GTC3Al'CAAiGiGt:AGACmAAA 
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FIGURE 368 

MijK'KMTLK PQQI^riG?RFl'sRALFDPLLVVLLALQLLVVAGTA r P.A.QTCP£VCSCSNQF'SKVICVRKNLREVPDGIS 
TN T RLLM Lrj E HQ I Q 1 1 KVRS FKH.LRB L E I LQL S RNf H 1 RT 1 E IGAPNGLAN LNT L ELFDN RETT 1 1? N G AFV Y LS KL 
KELW LRHNP I ESI PS Y AFNRI PS LP RL DLGELKRLS Y I SEGAFBGIiSNLRYLSLAMCKLRS I PNLTPLIKLDELD 
LSGNHLSAIRI I IHLQKLWMIQSQ 3VIERNAFDKI.QSLVEINLAHNNLTLLPHDLFTPLHHLERIHLHH 
HPKROHGDILSLSWWIKDMAPSNTACC^^ 

RASTSLTSVSWITPHGTVMTIiGAYKVRIAVLSDGTLKFTNVTVQDTGMYTCMVSNSVGKTTASATL^VTAATTTP 
FSYFSTVTVETMEPSQOERRTTONNVGPTPWDWSTTNVTTSLTPQSTRSTEKTFTIPVfDINSGIPGIDEVMKT 
TKIIIGCEVAIT1^AAVMLVIFyKMRKQHHRQNH«APTRTVBIINVODEITGDTPMESHLPMPAIgHEHI,HHYNS 
Y KS P E N H T 'T TV NT I N S I K S S V H E P L L I RM R SK ON V QETQ I 

Important features: 
Signal sequence : 

amino acids 1-44 

Transmembrane domain: 

amino acids 523-543 

N-glycosylafcion site. 

amino acids 278-282, 364-363, 390-394, 412-416, 413-419, 434-438, 442-446, 
488-492, 606-610 

CAMP- and cGMP-dependent protein kinase phosphorylation site. 

amino acids 183-187 

Casein kinase II phosphorylation site. 

amino acids 268-272, 417-421, 465-469, 579-583, 620-624 
N-myristoylation site. 

amino acids . 40-46, 73-79, 118-124, 191-197, 228-234, 237-243, 391-397, 
4 22-4 28, 4 33-4 39, 531-537 
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aaaaaattgciatcgcggagagcgcccagcttgacttgaatggaaggagcccgagcgcgcggagcgcagc 
tgggggagcgccttcggcctgtggggcgccgctcggcgccggggcgcagcagggaaggggaagctgtggtctgcc 

CtGCTGCGGGAGGGGCGACTGGTGTGAACCGGGA(;AGCCGCTGGGT(:(5TCC(;(;TCGCCTA1 : CCCTCGTTI'ATATA 
GAAA r "" i T 

1- A <. < " 1 ^ ^ . A T ifATG - ? t v ^ ^ , r ^ 3 I 

tgcatcaggcgtgggggcgagggggatctgactcggc:ac:gccctgcaggcaggatggggcagagcggggtgctgc 
?gctgctggtgctgctgccgccagaggtgcacctgggagctgtggt?gg;::gtga(;ggc:cggaggati'tggccgaa 

t ' ? 'I . A < C ^ t [ „ r l—r-C'lQX 

r\^r- j (T ! "I i , Tu,\Cl f 

<\l 1 I ~* T ^. A I ? 1 v V 

TGGAAAAGATCTflCCGTGAGGAGCTCTGCGGGCTGCACCGGCTGGAGACACTGAAGCTGGAAAAGAAGCGCGTGA 

GTA 2T1 GGGC " <K ' < T U 

I'GJ T - v. A^iA t I 'T „G,*i ^ }, f G V A( lAT^f.^ -rr^CATrt 

" AA s ,'~-l GGCA3ACGCC3GGC 

T l A T ^ Ll I f 3 " < hi. fi-.t 

GXA'i A J CI lACA.VA 1C " 1 I I 

TCAGCGAGCTGAGCAGCGTGCGCGAGCTATACCTGCA AACA T v. \ t P G G AC A A C GAG T- 

(< I (.T j 1 J ^ \ I T ~ ' - i i - F G< 

v j i -.1 \ A 1 ». Arc AT r 

i t < i * «. u 1 , . f \ T - - I a r a (. 

TCAAGCGGT?GCAOACGGTG< a v ( , - &c < < VGCGTGC 

f - < i 1 ' J ~ t i 1 ( ^ ~Vs <- <> ' v» 

>> < if s \ i - ^ - - ^ « if < n 

GC , rcGCTGGACCTG , rc( ^ 

1 f < 1 , i < l 1 U t M 1 I 

CCAGCAA" - - < , "T T - t ' ] i ^ ; T , ? ^ > 

''I-'. J' 1 'Ai'iGA I i b 1 ,M ^ > VA' 

A GAT TAG 1 1 < GCCAAT GTTCGACTCCACGCCCAACCTCAAGGGGATCTTTCTCAGGTTTAACAAGC 

^ ft "A ^. T 1 T i ^ 1 -V ( f ! i t- u ^ i 

- ~T 1 > " <* ~ . t l =< vAA . 

AGGAAGA' -TAG . ,!,'-' T ■n t * r- '{,( 

. r/u - , . ] i ' ] } > > j i < 1 1 

U ' 1 > ' i - l 1 l ( < *. A f V t. >1 ( 

iC f ^ N " ^ T -» - <-> f if r, -> -•-} AT) m A 

CCCCACTA€CGCTGCCACGCCCTCTGAA:I^:ATGCAGGGAAGGGTCtGCCCCTGCCCTGGCACAGACAGGCACCCA 
T^N'CTOCt "7 -, GcATACACACCACACACACACACATGCACAAGTCATGTGCGAA 

RGCl ' ( ' . r \« , AT-, - " , T T , i 'A , <7- . A't ^ TGTGCCT 

GTCCATCTGTC-GT. n A , ^ T I i f , ' r v-A !Ai 

i iLliA I i " f 1 "1 r i i.TC' 1 

. ~ f ^ lo - - I ' ' < i ' t ' 

CAGGC'ACI'TTTCCAATGGGCAACA'CCAGTGGAGGCAGGATGGGAGAGCCCCCTGGGTGCAGCTGGGGCCTTGGGG 
^ACCAC TGA AX 1 - 1 1 1 ^ r i- ^ ' 1 

.A'A rrCAt y " i -AA " f ' * JG 1 T 'I A T TT A \ ™T _ A s i. ^ ^ _ 'I'-AVT 

CTCAAACA"rGATTTTTCA? GTT ATAGAAAAA("I AATAT7\AAAGCAl ; 'i : ATCCC T ATCCCTGAAAAAAAAAAA 
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MEGEEAEQPAWFHQPWRPGASDSAPPAGTMAQSRVLLLLLLLPPQLHLGPVLAVRAPGFGRSG 
GHSLSPEENEFAEEEPVLVLSFEEFGPGPAAVSCPRDCACSQEGVVDCGGXDLREFPGDLPEH 
TMHLSLQNNQLEKIYPEELSRLHRLETLNLQNNRLTSRGLPEKAFEHLTNLNYLYLANNKLTL 
APRFLPNALISVDFAANYLTKI YGLTFGQKPNLRSVYLHNNKLADAGLPDNMFNGSSNVEVLI 
LSSNFLRHVPKHLPPALYKLHLKNNKLEKIPPGAFSELSSLRELYLQNNYLTDEGLDNETFWK 
LSSLEYLDLSSNNLSRVPAGLPRSLVLLHLEKNAIRSVDANVLTPIRSLEYLLLHSNQLREQG 
IHPLAFQGLKRLHTVHLYNNALERVPSGLPRRVRTLMILHNQITGIGREDFATTYFLEELNLS 
YNRITSPQVHRDAFRKLRLLRSLDLSGNRLHTLPPGLPRNVHVLKVKRNELAALARGALAGMA 
QLRELYLTSNRLRSRALGPRAKVDLAHLQLLDIAGNQLTEIPEGLPESLEYLYLQNNK1SAVP 
ANAFDSTPNLKGIFLRFKKLAVGSWDSAFRRLKHLQVLDIEGNLEFGDISKDRGRLGKEKEE 
EEEEEEEEEETP, 

Important features : 
Signal sequence: 

amino acids 1-4 8 

W~gly cosy lation site. 

amino acids 24 3-247, 310-314, 328-332, 4 39-4 4 3 
Casein kinase II phosphorylation site, 

amino acids 68-72, 84-88, 246-250, 292-296, 317-321, 591-595 
N-myristoylation site. 

amino acids 19-25, 107-113, 213-219, 217-223, 236-242, 335-341, 
477-483, 498-502, 539-545, 548-554 

Leucine zipper pattern, 

amino acids 116-138, 251-273, 258-280, 322-344, 464-486, 471-493, 
535-557 
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CACTTTCTCCCTCTCTT - 3 : 

, T ,T < i R T i I ARt. • t 1 J t ' 

r h; i C VTT "TT ' CtA^Crur, Al tuClG JiCtTUvt r 

GAGGaGGCTTGGCCGGCGGGAGAIGCTCTAGGGGCGGGGGGGGAGGAGCGGGCGGCGGGACGGAGGGGGGGGCAG 
A> ATGt. 

,1 T i i * R "T^ < / 

- ;CCGG T , T - i " > CG " T T ' GAGGGGCTGGCTGCTTCGCGGTGGTT 

GCGCTGCTGTGAGCCrGGTACCTCCATGTACGCGGCGAGCGGCGTGCGCCAGATCAi-GGTCACTATCTTGAAAGG 
1 ; - -GG CCA< ^G , A 

— I ,GG" ^ 1 ^ ~ " w 1 < t > '"I 11' 

ggtgg(k:cggaagaagggcatggacaggaacgactactacgagagggtgatcttggagagggagttc:gtgaagct 

1A" \U\ I t A t K i I \ 

< GAGAC'""' i ,\' < > . u/- A—u-i \CAI'.A'.G^>..A.-, t. . , .irr^-^r "FGT'R'GGG* "<\ 
t m > < cA< > < " ! i vl 1 - t T > , t 

CCRTA AA ( l^i' * 1 U I \ T I iG /i ' 

< t» rz , c f TAG t ""ill I > I ' 

>cCA MU ft f TT f 7 < il< ( H i< 

ACAGAAAGCCAAAGGGATCGGTGGTCCCAGATCGGGGAGGGTCTGGAC:AGAGCTGACGGCAGA f fGAAATCACCAG 
i ^ lil J ! f « L } ' t A< t. i 

" r ( \ r % t T TT ^ T ^ f ' <. \ ' 

CTAAAGGTCTCAAAAGGAGCAAAGTAAACCGTGGAGGaCAAAGAAAAGGGTTGTTATTTTTGTCTTTCCAGCCAG 

< <. , i -< i *■ t , r i > > 

gtgaggggaggggccggggggaggaaactacg7C7-ggcttaattcttttaaggcaggtaggaagtt'[x:ttc;aggg 

" i 1 At"" I ^ f * ~ I i ' . T 1 " J " i A -■ ■< » 

' 1 " fu , Ga . ,A ,l "I G^m 

GGAGCGGAAGGGCI'GGTGAGAG'rGGGCAGGGACCCCTGGGT(A:GCGAGGGGTGGAGATGTTTGTATGAGGGG(:AG 

agctccttggtacatcgatgtgtggC'Tctgctccacc < :tccatg 

< R « r ) , -m < r r i— _ I , , (1 I - GI 
CTGTTTTTTATAAA ~ i . , T r T r* , 
TGTGTTGT'Vn IR , <- * 'f " o - T- T A \ t - Al \ . 1 AG' "A 

1 1 a Ti r Hn' f i r i 

GTTTCTCAGGCTCCTGTGAGGCTCAGTGGTGAGACGAoAtG AA ^ ,< IV -.R t' -V I 1 Dt ~TGT "A 
GGATT CACTCTCAGG AGCI GGG1 C GC ft IGAGA 5GCAA AGG ACCAGCTGGAGCAGGG 

1 i r RAT r <. T - ~ t "> J " ( * I " i " < A R t G "< 

G r ( " <. 1 / 1 I 1 I j T T ~R 

T v GTGG ^iV i t*- I""MT n T>u 1 wilt " 

TGCCTAAGTGCGTCTGTTTAAAGAACRTGI'GCGGAGTCAGACTCTGAAGGGGAGTTGCTGTGGGGGTGCCCtiGAAC; 
GAGAGGGGGACAGTGGGTGCTTAivGGTGGGGCAGGTGTTTGGAGAAGlAGA/r'rAAACTCAGAAT 
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FIGURE 372 

MGSRGQGLLX.AYCLLLAFASGLVLSRVPHVQGEQQEWEGTEELPSPPDHAERAEEQHEKyRPS 
QDQGLPASRCLRCCDPGTSMYPATAVPQINITILKGEKGDRGDRGLQGKYGKTGSAGARGHTG 
PKGQKGSMGAPGERCKSHYAAFSVGRKKPMHSNHyYQTVIFDTEFVNLYDHFNMFTGKFYCYV 
PGLYFFSLNVHTWNQKETYLHIMKNEEEWILFAQVGDRSIMQSQSLMLELREQDQVWVRLYK 
GERENAI FSEELDTYIT FSGYLVKHATEP 

Important features: 
Signal sequence. 

amino acids 1-25 

N-glycosylation site. 

amino acids 93-97 

N-myris toylation sites . 

amino acids 7-13, 21-27, 67-73, 117-123, 129-135 

Ami<lation site. 

amino acids 150-154 

Cell attachment; sequence. 

amino acids 104-107 
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CGGAGTGGTGCGCCAACGTGAGAGGAAACCCGTGCGCGGCTGCGCTTTCCTGTCCCCAAGCCG 
TTCTAGACGCGGGflARRATGCTTTCTGAAAGCAGCTCCTTTTTGAAGGGTGTGATGCTTGGAA 
GCATTTTCTGTGCTTTGATCACTATGCTAGGACACATTAGGATTGGTCATGGAAATAGAATGC 
ACCACCATGAGCATCATCACCTACAAGCTCCTAACAAAGAAGATATCTTGAAAATTTCAGAGG 
ATGAGCGCATGGAGCTCAGTAAGAGCTTTCGAGTATACTGTATTATCCTTGTAAAACCCAAAG 
ATGTGAGTCTTTGGGCTGCAGTAAAGGAGACTTGGACCAAACACTGTGACAAAGCAC-AGTTCT 
TCAGTTCTGAAAATGTTAAAGTGTTTGAGTCAATTAATATGGACACAAATGACATGTGGTTAA 
TGATGAGAAAAGCTTACAAATACGCCTTTGATAAGTATAGAGACCAATACAACTGGTTCTTCC 
TTGCACGCCCCACTACGTTTGCTATCATTGAAAACCTAAAGTATTTTTTGTTAAAAAAGGATC 
CATCACAGCCTTTCTATCTAGGCCACACTATAAAATCTGGAGACCTTGAATATGTGGGTATGG 
AAGGAGGAATTGTCTTAAGTGTAGAATCAATGAAAAGACTTAACAGCCTTCTCAATATCCCAG 
AAAAGTGTCCTGAACAGGGAGGGATGATTTGGAAGATATCTGAAGATAAACAGCTAGCAGTTT 
GCCTGAAATATGCTGGAGTATTTGCAGAAAATGCAGAAGATGCTGATGGAAAAGATGTATTTA 
ATACCAAATCTGTTGGGCTTTCTATTAAAGACGCAATGACTTATCACCCCAACCAGGTAGTAG 
AAGGCTGTTGTTCAGATATGGCTGTTACTTTTAATGGACTGACTCCAAATCAGATGCATGTGA 
T GATGTAT GGGGTAT ACCG CC TT AGGGC ATT TGG GCAT ATT TTCAATGATGCATT GGT TTT CT 
TACCTCCAAATGGTTCTGACAATGACTGAGAAGTGGTAGAAAAGCGTGAATATGATCTTTGTA 
T AGG AC GT GTGTT GT CATTATTTGT AGT AGT AACTACAT AT CCAATAC AGC TGTAT GTTT CTT 
T TTCTT TTC T AATTTGGTGGC ACTG GT ATAAC CACACATTAAAGT CAGT AGTACAT TTTT AAA 
TGAGGGTGGTTTTTTTCTTTAAAACACATGAACATTGTAAATGTGTTGGAAAGAAGTGTTTTA 
AGAATAATAATTTTGCAAATAAACTATTAATAAATATTATATGTGATAAATTCTAAATTATGA 
AC AT T AG AAAT C T GT GGGGCACATAT TTT TGCT GAT TGGTT AAAAA AT TTT AAC AG GTCTTTA 
GCGTTCTAAGATATGCAAATGATATCTCTAGTTGTGAATTTGTGATTAAAGTAAAACTTTTAG 
CTGTGTGTTCCCTTTACTTCTAATACTGATTTATGTTCTAAGCCTCCCCAAGTTCCAATGGAT 
TTGCCTTCTCAAAATGTACAACTAAGCAACTAAAGAAAATTAAAGTGAAAGTTGAAAAAT 
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FIGURE 374 

MLS£SSSFLKGVMLGSIFCALITMLGHIRIGHGmtffiHHEHKHLQAPNKEDILKISEDEKMELSKSFRVyCIILV 
RPKDVST..WAAVKETivTKHCDKAEPFSSEN^ 

lENLKYFLLKKDPSOPFYLGfiTIKSGOLSYVGMEGGIVLSVESMKRLNSLLNIPSKCPEQGGMIWKISEDKQLAV 

LKY&G i'ASN fit KDVFMTP f IfT^T ) r i 0' E 1 II t l 'J Hi Em VYRI RRF> 

H I FN DAL V FI> P PNG S D 

Important features: 
Signal sequence: 

amino acids 1-33 

N-glycosylation site, 

amino acids 121-125, 3-52-346 

cftMP- and cOtfP-dependent protein kinase phosphorylation site. 

amino acids 319-323, 4 64-468 

Casein kinase II phosphorylation site, 

amino acids 64-132, 130-154, 322-326, 331-335, 368-372, 385-389, 399-403, 
409-413, 473-477, 729-733, 748-752 

Tyrosine kinase phosphorylation site. 

amino acids 7 36-7 4 3 

N-myristoylation site . 

amino acids 19-25, 23-29, 136-142, 397-403, 441-447, 544-550, 558-564, 
651-657, 657-663, 672-672 

Prokaryotic membrane lipoprotein lipid attachment site. 

amino acids 14-25 

Cell attachment sequence. 

amino acids 247-250 
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FIGURE 375 

GTTGTGTCCTTCAGCAAAftCAGTGGATTTAAATCTCCTTGCACAAGCTTGAGAGCAAC^CAAT 
CTATCAGGAAAGAAAGAAAGAAAAAAACCGAACCTGACAAAAAAGAAGAAAAAGAAGAAGAAA 
AAAAATCATGAARACCATCCAGCCAAAAATGCACAATTCTATCTCTTGGGCAATCTTCACGGG 
GCTGGCTGCTCTGTGTCTCTTCCAAGGAGTGCCCGTGCGCAGCGGAGATGCCACCTTCCCCAA 
AGCTATGGACAACGTGACGGTCCGGCAGGGGGAGAGCGCCACCCTCAGGTGCACTATTGACAA 
CCGGGTCACCCGGGTGGCCTGGCTAAACCGCAGCACCATCCTCTATGCTGGGAATGACAAGTG 
GTGCCTGGATCCTCGCGTGGTCCTTCTGAGCAACACCCAAACGCAGTACAGCATCGAGATCCA 
GAACGTGGATGTGTATGACGAGGGCCCTTACACCTGCTCGGTGCAGACAGACAACCACCCAAA 
G AC CT CTAGGGT CC ACCTCAT TGTGC AAGT AT CT CCC AAAATTGTAG AGATT TCT TC AGAT AT 
CTCCATTAATGAAGGGAACAATATTAGCCTCACCTGCATAGCAACTGGTAGACCAGAGCCTAC 
GGTTACTTGGAGACACATCTCTCCCAAAGCGGTTGGCTTTGTGAGTGAAGAGGAATACTTGGA 
AATTCAGGGCATCACCCGGGAGCAGTCAGGGGACTACGAGTGCAGTGCCTCCAATGACGTGGC 
CGCGCCCGTGGTACGGAGAGTAAAGGTCACCGTGAACTATCCACCATACATTTCAGAAGCCAA 
GGGTACAGGTGTCCCCGTGGGACAAAAGGGGACACTGCAGTGTGAAGCCTCAGCAGTCCCCTC 
AGCAGAATTCCAGTGGTACAAGGATGACAAAAGACTGATTGAAGGAAAGAAAGGGGTGAAAGT 
GGAAAACAGACCTTTCCTCTCAAAACTCATCTTCTTCAATGTCTCTGAACATGACTATGGGAA 
CTACACTTGCGTGGCCTCCAACAAGCTGGGCCACACCAATGCCAGCATCATGCTATTTGGTCC 
AGGCGCCGTCAGCGAGGTGAGCAACGGCACGTCGAGGAGGGCAGGCTGCGTCTGGCTGCTGCC 
TCTTCTGGTCTTGCACCTGCTTCTCAAATTTTGATGTGAGTGCCACTTCCCCACCCGGGAAAG 
GCTGCCGCCACCACGACCACCAACACAACAGCAATGGCAACACCGACAGCAACCAATCAGATA 
TATACAAATGAAj\TTAGAAGAAACACAGCCTCATGGGACAGAAATTTGAGGGAGGGGAACAAA 
G AATACT TTGGGG GG AAAAG AGTTTTAAAAAAGAAATTG AAAATT GC CTT GC AG ATATTTAGG 
TACAATGGAGTTTTCTTTTCCCAAACGGGAAGAACACAGCACACCCGGCTTGGACCCACTGCA 
AGCTGCATCGTGCAACCTCTTTGGTGCCAGTGTGGGCAAGGGCTCAGCCTCTCTGCCCACAGA 
GTGCCCCCACGTGGAACATTCTGGAGCTGGCCATCCCAAATTCAATCAGTCCATAGAGACGAA 
CAGAATGAGACCTTCCGGCCCAAGCGTGGCGCTGCGGGCACTTTGGTAGACTGTGCCACCACG 
GCGTGTGTTGTGAAACGTGAAATAAAAAGAGCAAAAAAAAA 
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FIGTOE 376 

MKT1QPKMH^3SISWAIF'TGLAALCLFQGVPVRSGDATFPKAMDKVTVRQGESATLRCTIDNRV 
TRVAWLN RST I LYAGN DKWCL DPRWLLSNTQTQXS I E I QNVDVY DEG P YTCSVQTDNH PKTS 
RVHLIVQVSPKIVEISSDISINEGN8ISLTCIATGRPEPTVTWRHISPKAVGFVSEDEYLEIQ 
GITREQSGDYECSASNDVAAPWRRVKVTVNYPPYISEAKGTGVPVGQKGTLQCEASAVPSAE 
FQWYKDDKRLIEGKKGVKVENRPFLSKLIFFKVSEHDYGKYTCVASNKLGHTNASIMLFGPGA 
VSEVSNGTSRRAGCVWLLPLLVLHLLLKF 

Important features: 
Signal peptide: 

amino acids 1-28 
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FIGURE 377 

CTTCTTTGAAAAGGATTATCACCTGATCAGGTTCTCTCTGCATTTGCCCCTTTAGATTGTGAA 
a^STGGCTCAAGGTCTTCACAACTTTCCTTTCCTTTGCAACAGGTGCTTGCTCGGGGCTGAAG 
GTGACAGTGCCATCACACACTGTCCATGGCGTCAGAGGTCAGGCCCTCTACCTACCCGTCCAC 
TATGGCTTCCACACTCCAGCATCAGACATCCAGATCATATGGCTATTTCAGAGACCCCACACA 
ATGCCCAAATACTTACTGGGCTCTGTGAATAAGTCTGTGGTTCCTGACTTGGAATACCAACAC 
AAGTTCACCATGATGCCACCCAATGCATCTCTGCTTATCAACCCACTGCAGTTCCCTGATGAA 
GGCAATTACATCGTGAAGGTCAACATTCAGGGAAATGGAACTCTATCTGCCAGTCAGAAGATA 
CAAGTCACGGTTGATGATCCTGTCACAAAGCCAGTGGTGCAGATTCATCCTCCCTCTGGGGCT 
GTGGAGTATGTGGGGAACATGAGCCTGACATGCC.ATGTGGAAGGGGGCACTCGGCTAGCTTAC 
CAATGGCTAAAAAATGGGAGACCTGTCCACACCAGCTCCACCTACT CCTTTTCTCCCCAAAAC 
AATACCCTTCATATTGCTCCAGTAACCAAGGAAGACATTGGGAATTACAGCTGCCTGGTGAGG 
AACCCTGTCAGTGAAATGGAAAGTGATATCATTATGCCCATCATATATTATGGACCTTATGGA 
CTTCAAGTGAATTCTGATAAAGGGCTAAAAGTAGGGGAAGTGTTTACTGTTGACCTTGGAGAG 
GCCATCCTATTTGATTGTTCTGCTGATTCTCATCCCCCCAACACCTACTCCTGGATTAGGAGG 
ACTGACAATACTACATATATCATTAAGCATGGGCCTCGCTTAGAAGTTGCATCTGAGAAAGTA 
GCCCAGAAGACAATGGACTATGTGTGCTGTGCTTACAACAACATAACCGGCAGGCAAGATGAA 
ACTCATTTCACAGTTATCATCACTTCCGTAGGACTGGAGAAGCTTGCACAGAAAGGAAAATCA 
TTGTCACCTTTAGCAAGTATAACTGGAATATCACTATTTTTGATTATATCCATGTGTCTTCTC 
TTCCTATGGAAAAAATATCAACCCTACAAAGTTATAAAACAGAAACTAGAAGGCAGGCCAGAA 
ACAGAATACAGGAAAGCTCAAACATTTTCAGGCCATGAAGATGCTCTGGATGACTTCGGAATA 
TATGAATTTGTTGCTTTTCCAGATGTTTCTGGTGTTTCCAGGATTCCAAGCAGGTCTGTTCCA 
GCCTCTGATTGTGTATCGGGGCAAGATTTGCACAGTACAGTGTATGAAGTTATTCAGCACATC 
CCTGCCCAGCAGCAAGACCATCCAGAGTSAACTTTCATGGGCTAAACAGTACATTCGAGTGAA 
AT TCTGAAG AAAC ATTT TAAGGAAAAACAGTGGAAAAGT ATATTAATCT GG AATCAGT GA AGA 
AACCAGGACCAACACCTCTTACTCATTATTCCTTTACATGCAGAATAGAGGCATTTATGCAAA 
TTGAACTGCAGGTTTTTCAGCATATACACAATGTCTTGTGCAACAGAAAAACATGTTGGGGAA 
ATATTCCTCAGTGGAGAGTCGTTCTCATGCTGACGGGGAGAACGAAAGTGACAGGGGTTTCCT 
CATAAGTTTTGTATGAAATATCTCTACAAACCTCAATTAGTTCTACTCTACACTTTCACTATC 
ATCAACACTGAGACTATCCTGTCTCACCTACAAATGTGGAAACTTTACATTGTTCGATTTTTC 
AGCAGACTTTGTTTTATTAAATTTTTATTAGTGTTAAGAATGCTAAATTTATGTTTCAATTTT 
ATTTCCAAATTTCTATCTTGTTATTTGTACAACAAAGTAATAAGGATGGTTGTCACAAAAACA 
AAACTATGCCTTCTCTTTTTTTTCAATCACCAGTAGTATTTTTGAGAAGACTTGTGAACACTT 
AAGGAAATGACTATTAAAGTCTTATTTTTATTTTTTTCAAGGAAAGATGGATTCAAATAAATT 
ATTCTGTTTT T GCT TTT AAAAAAAAAAAAAA 



